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gtaaagcacgagaacttcaagacctgttctcagictggettetgtaagegaaaccgagecttcgecgacgacgeegetg
cccagggcetettettgggecteteectacgagetggactcttctictatccagttcaaggacggecagetgeacggeace
atcctgaagtctgtgtetcccaacgagaaggtgaagetgecectggtggatgtetitectggagtetggegeegetegagt
ggtgetgogacgaggagaagegaatgaacggcegacateccagetgegacacgactetaaggeecgaaaggagegata
caacgaggcecgagaagtgggtactggtcggeggcctggagetgtctaagaccgecacceigegacecgagacega
gtctggcttcaccegagtgetgtacggeccegacaaccagttcgaggecgtgatecgacacgecccecttetetgecgac
ttcaagcgagatggccagacccacgtgcagetgaacaacaagggcetacctgaacatggageactggegacccaagg
tggagglgeagpocgagoetoagcagcagacccaggaggacgagictacctggtggaacgagtctticggeggea
acaccgacaccaagecccgaggecccgagtetgtgggcctggacatcaccticecccggetacaageacgtgttegge
atccecgageacgecgactceectgtetctgaaggagacccgaggeggegagggeaaccacgaggagecectacega
atgtacaacgccgacgtgttcgagtacgagetgtectetcecatgaccetgtacggegecateeccttcatgecaggeeca
ccgaaaggactctacegtgggegtgttctggctgaacgecgecgagacctgggtggacategtgaagtctacetettet
cecaacceectggeectggoegtggeagecaccacegacacceagtetcactggtictetgagtetggecagetggac
gtgttegtgttectgggeeccaccecccaggagatttctaagacctacggegagetgacceggetacacceagetgeece
agceacttcgecattgectaccaccagtgtegatggaactacatcaccgacgaggacgtgaaggaggtegaccgaaact
tcgacaagtaccagatccectacgacgtgatctggetggacategagtacaccgacgaccgaaagtacttcacetggg
acceccetgtetticeccgacceeeatetctatggaggageagetggacgagictgagegaaagetggtegtgatcatega
cccccacatcaagaaccaggacaagtacictatcgtgcaggeagatgaagtctaaggacctggecaccaagaacaagg
acggcegagatttacgacggetggtgttggeccggetctictcactggatcgacaccttcaaccecgetgecatcaagtg
gtgggtgtetetgticaagttcgacaagticaagggeaccctgtctaacgtgttcatetggaacgacatgaacgagecectc
tgtgttcaacggeccegagaccaccatgeccaaggacaacctgeaccacggeaactgggageaccgagacateeac
aacgtgcacggceatcaceetggtgaacgecacetacgacgecctgetggagegaaagaagggegagatecgacgac
ccttcatectgaccegatettactacgecggtgeccagegaatgtetgecatgtggaccggegacaaccaggecacctg
ggagceacctggecgectctatceecatggtgetgaacaacggaategecggcttececttegecggtgecgacgtggg
cggcttettccagaaccectetaaggagetgetgaceegatggtatcaggecggeatctggtatectttettecgageeca
cgeecacalcgacaccegacgacgagagecctacctgategecgageeccaccgatctatcatetetcaggccateeg
actgegataccagetgetgeccgectggtacacegecettecacgaggectetgtgaacggeatgeccategtgegace
ccagtactacgcecacceectgggacgaggecggettegecategacgaccagetgtacetgggetctaccggectget
ggcecaageccgtggtgtetgaggaggccaccaccgecegacatetacctggetgacgacgagaagtactacga

FIG. 36A



U.S. Patent Dec. 8, 2015 Sheet 56 of 82 US 9,206,408 B2

ctacticgactacaccgtgtaccagggegetggeaagegacacaccegtgeecgeteccatggagacegtgecectg
ctgatgcagggeggecacgtgatceccegaaaggaccgaccccgacgatcttctgeectgatgegatgggaccect
acaccctggtggtootectggacaagaacggecaggecgacggcetetetgtacgtggacgacggegagaccttcga
ctacgagcgaggcegcectacatccatcgacgattccgattccaggagtetgecctggictccgaggacgtgggcacca
agggeccecaagacegecgagtacctcaagaccatggecaacgtgegagtgeagegagtggtegtegtggacccee
ccaaggagtggcaggocaagacctetgtgaccgtgatcgaggacggegectetgeecgectctaccgectecatgea
gtaccactctcageccgacggeaaggecgectacgecgtggtgaagaaccccaacgtgggeatcggeaagacctg
gegaatcgagttctaatagectag

FIG. 36B
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agegetggegacgectettetegacceegaggegtggecccegagttcgecaagtictacaaggacaccaccace
ttcacctgtatctctcaccccgecatccagatteccttetctgecgtgaacgacgactactgtgactgtecegacggct
ctgacgagceecggeacctetgectgtgectttetgtetcgaaactcetgeccetgacccecggtgagegacecggatct
gacgacctggagctgacctetgeectgeccggettetactgtaagaacaagggecacaagececggcetacgtgece
ttccagegagttaacgatggceatctgtgactacgagetgtgtiotgacggatcggatgagtgggetegacceggecy
gaaccaagigtgaggacaagtgtaaggagatcggeaaggagtegcgaaagaaggaggagaagegacagaagt
ctatgaccgecgetetgaagaagaagaaggacctgctggtegaggecggacgacageagaaggaggtegagga
caacatcaagcgactggaggtggagatccaggeccaggagetgaaggtcaacgaccetgeaggecgagetggag
gaggtggagcageaggaggcctetaaggtegtecaagggecaagaccgecggcaaggtgaacgtgctggetgoce
tcgecaagtctegagtggaggagetgcgaaacgecetgatggacgtgegaaaggagegagatgacaccegage
ccgagttaaggaactcgaagagatcctgtctaagticaaggtggagtacaaccecaacticaacgacgagggegty
aagcgagcecgtgcgatcttgggaggactacgecgecaagggeaccetggagggcgecgtgaacaacgeecag
gaccgagacctggacgagatcgecaageccgacgacgagaaggecggeatcaactgggageagtgggagaac
gaggaggacggctgtgaggctggectggtgtaccagetggccegectacctgeceecectetetggtggagttcateg
agggcaaggtgetgttcgtgcgaggcectgetggaggacaacggceatectgeccaaggeegecgagacctetace
tctgagtctaaggtggtgtetgaggeccgagaggcegtgaagtetgecgagaaggagetgggegacaageagaa
geagcetgaaggaccacaagtetgacctggagacegactacggegtgggoctetatetteccgagecctgaagggegt
gtgtatctctaaggactetggegagtacacctacgageactgttttctggaccagaccaagceagateeccaagaagg
geggaggctctacccgaatgggcaagtacaccggeatcggetetgtgtetgtggacgtgctgaacgaggeeggc
gagatcgtgcctgaggatcgagtgaccctgeagtacgecaacggecaggegctgttggaacggaccegeccegate
taccaccgtgatcctgacctgtggegaggaggacgecatceigaaggtggccgaggacgagaagigigtgtacte
tatgcacgtgacctetccegeegtgtgtecceggeggtgacgagggcgecaccgeccecaaccgaaaggacgage
tgtaatagccta

FIG. 37
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gagctcagegcetaccaagegaggcetetcccaaccccaccegagecgeegetgtgaaggecgecttccagace
tettggaacgectaccaccacttcgecticeccecacgacgacclgeacceegtgtetaactegttecgacgacgag

cgaaacggcetgggoctctictgecatcgacggectggacaccgecatectgatgggcgacgecgacatcgtga
acaccatcctgcagtacgtgecccagatcaacttcaccaccaccgecgtggecaaccagggceatetetgtgticg
agaccaacatccgatacctgggcggcectgetgtctgectacgaccetgetgegaggeccectietcttetetggeca

ccaaccagaccctggtgaactetetgetgegacaggeccagaccetggecaacggectgaaggtggcttttace
accecctetggegtgeecgacceccacegtgticticaaccecaccgtgegacgatetggegectetictaacaac

gtggccgagateggcetctetggtoctggagtggacccgactgtetgacetgaccggeaacceceagtacgece

agctggeccagaagggcgagtettacctgetgaaccccaagggetetcecegaggectggeccggactgateg

geaccttcgtgtctacctctaacggceaccttccaggactetteccggctcttggtctggcctgatggactcttictacg
agtacctgatcaagatgtacctgtacgaccecgtggecticgeccactacaaggaccgatgggtgetggecgece
gactctaccatcgeccacctggectctecaccectctaccegaaaggacctgaccttectgtectettacaacggee
agtctacctctcccaactetggacacctggcettecttcgecggtggceaacttcatectgggeggeatectgetgaa

cgagcagaagtacatcgacttcggcatcaagetggecteticctacttcgecacctacaaccagaccgectetgg
catcggecccgaggecttcgectgggtggactetgtgaceggegetggeggcteteccccctettctcagtctgg
cttctactettetgecggettetgggtgaccgececctactacatectgegaccegagaccectggagtetetiglact

acgcctaccgagtgaccggegactctaagtggeaggacctggeetgggaggccttetetgecategaggacge
ctgtcgagecggctetgectactettetatcaacgacgtgacccaggecaacggtggeggagectetgacgaca
tggagtcttictggttcgccgaggccctgaagtacgectacctgatcttcgecgaggaatctgacGtgeaggtgc
aggccaacggeggcaacaagttegtgttcaacaccgaggceccaccecttetctatcegatettettetecgacgag

geggecacctggeccatgacgagetgtaatagectaggtace

FIG. 42
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cggeggactgegtecgaaccagetccageagegttttttcegggecattgageegactgegacceegecaacgtgtet
tggcccacgcactcatgteatgttggtgttgogaggccactitttaagtagcacaaggeacctagetcgeageaaggtgt
ccgaaccaaagaageggcetgcagtggtgcaaacggggeggaaacggegggaaaaagecacgggggeacgaatt

gaggcacgcecctegaatitgagacgagtcacggeeccattcgeecgegeaatggetegecaacgeeeggtettitgea
ccacatcaggttaccccaagccaaacctttgtgttaaaaagcttaacatattataccgaacgtaggtttgggcggacttge
teegtetgteccaaggeaacatttatataagggictgcatcgecggeteaattgaatetttiticttettctetictetatatteatt
cttgaattaaacacacatcaaca

FIG. 43
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cttatctggggcagtgaagtatatgitatggtaatagttacgagttagttgaacttatagatagactggactatacggcetate

ggtccaaattagaaagaacgtcaatggetetetgggeggaattcgtataacttcgtatageaggagttatcegaagegat

aattaccctgttatcectagettatcgatacgegtgeatgetgaggtotetcacaagtgecgtgeagiceegeccecactt

gcttetetttgtgtgtagtgtacgtacattatcgagaccgttgticcegeccacctegateeggeatgetgaggtgtcteaca
agtgecgtgecagteccgecccecactigettetetttgtgtgtagtetacgtacattatcgagaccgttgttecegececaccetc
gatccggcatgetgaggtgtctcacaagigecgtgecagtecegeccecacttgettctetttgtgtgtagtgtacgtacatt
atcgagaccgttgticcegeccacctegatecggeatgetgaggtgtctcacaagtgecgtgcagtecegeecceactt

gettctetttgtgtgtagtgtacgtacattatcgagaccegttgttccegeccacctegateeggeatgeactgatcacggge
aaaagtgcgtatatatacaagagcegtttgeccagecacagattttcactccacacaccacatcacacatacaaccacacac
atccacgtgggaacccgaaactaaggatccatgaagetitccaccatectettcacagectgegetaccetggecgetac
caagcgaggcteteccaaccccaccegagecgeegetgtgaaggeegecttecagacctettggaacgectaccace
acttcgecettececcacgacgacctgeaceeegtgtetaactegttcgacgacgagegaaacggetggggctetictge
catcgacggectggacaccgecatectgatgggegacgecgacategtgaacaccatcetgeagtacgtgecccaga
tcaacttcaccaccaccgeegtggecaaccagggceatetetgtgticgagaccaacatcegatacctgggeggectget
gtctgectacgacctgetgegaggecccttctettetetggecaccaaccagacectggtgaactetetgetgegacagg
cccagaccetggecaacggectgaaggtogettitaccaccecctetggegtgecegaccecacegtgticttcaaccee
caccgtgegacgatetggegecetettetaacaacgtggecgagateggctetetggtgetggagtegacecgactgtct

gacctgaccggcaaccceccagtacgeccagetggeccagaagggcegagtettacctgetgaacccecaagggetctee
cgaggectggeecggactgatcggeaccttegtgtctacctetaacggeaccticcaggactcttcecggcicttggtetg

gcctgatggactetttctacgagtacctgatcaagatgtacctgtacgaccecgtggecttcgeecactacaaggaccega
tgggtgctggecgecgactetaccatcgeccacctggectetcacecctetaccegaaaggacctgaccttectgtecte
ttacaacggccagictaccictcccaactetggacacctggeticcttegeeggtggeaacticatectgggeggcatect
getgaacgagceagaagtacatcgactteggeatcaagetggectettectacttcgecacctacaaccagaccgectct

ggcatcggecccgagggcticgectggetggactctgtgaceggegetggeggetetececectctictcagtetgget
{ctactcttctgecggctictgggtgaccgeceectactacatectgegacecgagaceetggagtetetgtactacgect

accgagtgaccggegactctaagtggcaggacctggectgggaggcecttetetgecategaggacgectgtecgagec
goctetgectactettetatcaacgacgtgaccecaggecaacggtggeggagectetgacgacatggagtcetttotggtt

cgcegaggcecctgaagtacgectacetgateticgecgaggaatetgacgtgecaggtgcaggecaacggeggcaaca
agttegtgttcaacaccgaggceccaccectictetateccgatettettctegacgaggeggecacctggeccatgacgag
ctgtaatagectagggtetctgtggtatctaagetatttatcactcetttacaacttctacctcaactatetactitaataaatgaa

tatcgttt
FIG. 44A
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attetctatgattactgtatatgegticetetaagacaaategaattecatgtgtaacactegetetggagagttagteatcega
cagggtaactctaatctecccaacaccttattaactetgegtaactgtaacteticttgecacgtegatcttactcaattticetget
catcatctgetggattgttatetategtetggetctaatacatttattgtttattgeccaaacaactttcattgcacgtaagtgaatt
glittataacagegticgecaattgetgegecategtegiceggetgtectacegttagggtagtgtgictcacactaccgag
gttactagagttggeaaagegatactgecteggacacaccacctggicttacgactgeagagagaateggegttaccetect
cacaaagccctcaglgeggecgeccggggtggagcgaagaaciccageatgagatceccgegetggaggatcatceag
ceggegteceggaaaacgattcegaageccaacctitcatagaaggcggeggtggaatcgaaatetcgtgatggcagpt
tgggcgtegetiggteggicatticgaaccccagagiceegelcagaagaactcgtecaagaaggegatagaaggegatg
cgetgegaatcgggageggegataccgtaaageacgaggaageggteageccaticgecgecaagetettcageaata
tcacgggtagecaacgetatgtectgatageggteccgecacacccageeggecacagicgatgaatccagaaaagegg
ccattttccaccatgatattcggeaageaggeategecatgggtcacgacgagateetegecegtegggcatgegegectt
gagcctggcegaacagttcggctggegegageecetgalgctettegtececagateatectgatlegacaagaccggeticea
tcegagtacgtgetegetegatgegatgtttcgettggtgetegaatgggcaggtageeggatcaagegtatgecageege
cgcattgcatcagecatgatggatactticteggeaggageaaggtgagatgacaggagateetgecceggeacttegee
caatagcagcecagtcectteecgcticagtgacaacgicgageacagetgegeaaggaacgeecgtegtggecageea
cgatagccgegetgectegtectgeagtteaticagggeaccggacaggteggtetigacaaaaagaaccgggegecece
tgegetgacagecggaacacggeggeatcagageagecegattgietgtigtgeccagteatagecgaatagecteteca
cccaageggecggagaacctgegtgcaatecatettgttcaatcatgegaaacgatecteatectgtetettgatcagatcett
gatceectgegecatcagatecttggeggcaagaaagecatecagtttactttgeagggcticecaaccttaccagagggc
gecccagetggeaattecggticgettgetgtccataaaaccgeccagtctagetategecatgtaageccactgeaaget
acctgetttctetttgegettgegtttteccttgtecagatageccagtagetgacattcateeggagtcageaccegtttetgeg
gactggctttctacgtgttcegeticctitagcageccttgegeectgagtgctigeggcagegtgaagetagettatgeget
gtgaaataccgceacagatgegtaaggagaaaataccgceatcaggegceteticegettectegeteactgactegetgeget
cggtegttcgpctgegpegageggtatcagetcactcaaaggeggtaatacggttatccacagaatcaggggataacge
aggaaagaacatgtgagcaaaaggcecageaaaaggecaggaaccgtaaaaaggecgegttgetggegtttttceatag
geteegececectgacgageatcacaaaaategacgcetcaagtcagaggtggegaaaccegacaggactataaagata
ccaggegtttceecctggaagetcectegtgegetetcetgticegacectgecgettaccggatacctgteegectttetee
cttegggaagegtggcegctttctcatagetcacgetgtaggtatcteagticggtgtaggtegticgetecaagetgggetgt
gtgcacgaacceeccgttcageecgaccgetgegecttatccggtaactategtctigagtecaacceggtaagacacga
cttatcgccactggcageagecactggtaacaggattagcagagegaggtatgtaggcgetgctacagagttettgaagt
ggtgpcctaactacggetacactagaaggacagtatttggtatctgegetetgetgaage
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cagttaccttcggaaaaagagttggtagcetcttgatccggceaaacaaaccaccgetggtageggeggttttt
tgtttgcaagcageagattacgegeagaaaaaaaggatctcaagaagatcctttgatettticttactgaacg
gtgatceccaccggaattgeggecgetgtegggaaccgegttcaggtggaacaggacaccteccttgeac
ttettggtatatcagtataggctgatgtattcatagtggggttittcataataaatttactaacggeaggcaacatt
cactcggcttaaacgcaaaacggaccgtcttgatatcttctgacgceattgaccaccgagaaatagtgttagtt
accgggtgagttattgttcttctacacaggegacgceccatcgtctagagttgatgtactaactcagatttcact
acctaccctatccetggtacgcacaaageactttgetagatagagtcgacaaaggegggececccctega
gattaccctgttatcccetacataacttcgtatagcatacattatacgaagttattctgaattccgagaaacacaa
caacatgccccattggacagaccatgeggatacacaggttgtgcagtaccatacatactcgatcagacagg
tcgtctgaccatcatacaagetgaacagegcetccatacttgeacgctetetatatacacagttaaattacatat
ccatagtctaacctctaacagttaatctictggtaagecteccagecagecttctggtatcgettggectecte
aataggatctcggtictggecgtacagacctcggecgacaattatgatatcegticcggtagacatgacate
ctcaacagticggtactgelgteccgagagegtetecctigicgtcaagacccaccecgggggtcagaataa
gecagtectcagagtegeccttaggteggtictgggeaatgaagecaaccacaaacteggggteggateg
ggcaagctcaatggtcigcttggagtactcgecagtggecagagageccttgecaagacagetcggeecag
catgagcagacctctggecagcettetegttgggagaggggactaggaactecttgtactgggagttetegta
gtcagagacgtcctectictictgticagagacagtitcctcggcaccagetcgecaggecageaatgattce
ggttecgggtacacegtgggcgtiggteatatcggaccacteggegatteggtgacaccggtactggtgct
tgacagtgttgccaatatctgegaacttictgtcctcgaacaggaagaaaccegtgcttaagageaagttoctt
gaggggooagcacagtgecggegtaggtgaagtegtcaatgatgtcgatatgggtettgatcatgeacacat
aaggtccgaccttatcggcaagetcaatgagetectiggtggtggtaacatccagagaageacacaggttg
gttttettggctgccacgagettgageactegageggceaaaggeggacttgtggacgttagetcgagette
gtaggaggocatittggtggtgaagaggagactgaaataaatttagtctgcagaactttttatcggaac
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tagcaggagttatccgaagcegataattaccctgttatcectagettatcgatacggeggactgegtecgaaccageteca
geagegttttttccgggecattgageegactgegaccecgecaacgtgtettggcccacgeacteatgicatgttgatatt
gggaggccactttttaagtagcacaaggeacctagetcgeageaaggtgtccgaaccaaagaageggetgeagtegot
gcaaacggggcggaaacggegggaaaaagecacgggggeacgaattgaggeacgeectegaatttgagacgagt
cacggececcattegeecgegeaatggetegecaacgeeeggtettttgeaccacatcaggttaccecaagecaaacett
tgtgttaaaaagcttaacatatiataccgaacgtaggtitggacgooctigetecegictgtccaaggcaacatttatataag
getetgeatcgecggcetcaattgaatettttttcttettotctictetatattcattetigaattaaacacacatcaacaggatee
atgaagctttccaccatectcticacagectgegetacectggecgetaccaagegaggetctecccaaccecacccgag
ccgeegetgtgaaggecgectteccagacetettggaacgectaccaccacticgecticecccacgacgacctgeace
ccgtgtetaacicgticgacgacgagegaaacggetgggactcttctgecategacggectggacaccgecatectgat
gggcgacgecgacategtgaacaccatectgeagtacgtgececagatcaacttcaccaccaccgeegtggecaace
agggcatctetgtgttcgagaccaacatcecgatacetgggeggectgetgtetgectacgaccetgetgegaggeecctt
ctettctetggecaccaaccagaccectggtgaactetetgetgegacaggeccagacectggecaacggcctgaaggt
ggcttttaccacccectetggegtgeccgaccccaccgtgticttcaaccecaccgtgegacgatctggegectetteta
acaacgtggecgagateggetetetggtgctggagtagaccegactgtetgacetgaceggeaaccecccagtacgee
cagctggeccagaagggcegagtcttacctgetgaaccccaagggceteteccegaggectggeecggactgatcggea
ccttegtgtetacctctaacggeaccttccaggactettccggetettggtetggectgatggactetttctacgagtacctg
atcaagatgtacctgtacgacccegtggecttecgeccactacaaggaccgatgggtgetggecgecegactctaccate
geccacctggectcteaccectetacccgaaaggaccetgaccticetgtectettacaacggecagtctaccteteccaa
ctetggacacctggceticcttcgecggtggcaactteatcetgggeggeatectgetgaacgageagaagtacategac
ttcggcatcaagetggectettectacttegecacctacaaccagacegectetggeateggeceegagggcttcgect
gggtggactetgtgaccggegetggeggetcteececcteticteagtetggcettetactettetgeeggcttetgggtga
cegececctactacatectgegaceegagaccectggagtetetgtactacgectaccgagtgaccggegactetaagtyg
geaggacctggectggeagocctictetgecatcgaggacgectglegagecggetetgectactetictatcaacgac
gtoacccaggecaacggtggegpagectetgacgacatggagtetttetggticgecgaggecctgaagtacgectac
ctgatcttcgecegaggaatctgacgtgcaggtgcaggecaacggeggeaacaagticgtgticaacaccgaggecca
ceccttetetatcegatettctictcgacgaggeggecaccetggeccatgacgagetgtaatagectagggtgtetgtoot
atctaagctatttatcactctttacaacttctacctcaactatctactttaataaatgaatategtttatictctatgattactgtata
tgegttecictaagacaaatcgaattecatgigtaacactegetctggagagttagtcatccgacagggtaacictaatete
ccaacaccttattaactcetgogtaactgtaactettcttgecacgtegatcttactcaattttcetgeteatcatetgetggattg

FIG. 45A
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ctaatacatttattgtttattgcccaaacaactticattgecacgtaagtgaattgttttataacagegttecgecaattgetgege
catcgtegtecggetgtectacegttagggtagtgtatctcacactaccgaggitactagagtigggaaagegatactgc
cteggacacaccacctggicttacgactgeagagagaateggegttacctectcacaaageccteagtgeggeegee

cggggtggecgaagaactcecageatgagatcecegegetggaggatcatecagecggegtececggaaaacgattc

cgaagceccaacctttcatagaaggeggeggtgpaatcgaaatetegtgatggeagettggocgtcgettggtecggtca
tttcgaaccccagagteccgetcagaagaactegtcaagaaggegatagaaggegatgegetgegaategggageg
gegataccgtaaageacgaggaageggtcageccattcgecgecaagetcticagcaatatcacgggtagecaacg

ctatgtcctgatageggtecgecacacccagecggecacagtegatgaatccagaaaageggcecattttccaccatga
tattcggcaagcaggceatcgecatgggicacgacgagatectegecgtecgggeatgegegecttgagectggegaac
agttcggctggegegageccctgatgeteticgtecagateatectgategacaagaccggettccatecgagtacgtyg
ctegetegatgegatgtttcgettggtgpgtegaatggacaggtagecggatcaagegtatgeagecgecgeattgeate
agccatgatggatactttctcggeaggagcaaggtgagatgacaggagatectgececggeacttcgeccaatagea

geceagteccttecegettecagtgacaacgtegageacagetgegeaaggaacgeecgtegtggecagecacgatag

cegegetgectegtectgeagttcattcagggeaccggacaggteggtettgacaaaaagaacegggegeecetgeg
ctgacagccggaacacggeggceatcagageagecgattgtetgttgtgcccagteatagecgaatagecetetecacce
aagcggecggagaacctgegtgcaatcecatettgticaatcatgegaaacgatecteatectgictettgatcagatettg
atccectgegecatcagatecttggeggcaagaaagecatecagtitactitgecagggctteccaaccttaccagaggg
cgececagetggeaatteceggttcgettgetgtecataaaaccgeccagtctagetategecatgtaageccactgeaa
getacctgetttetetitgegettgegtitteecttgtecagatageccagtagetgacattcatceggggtcageacegttt
ctgcggactggcttictacgtgticegeticetitageagececttgegeectgagtgettgeggcagegtgaagetagett
atgcggtgtgaaataccgeacagatgegtaaggagaaaatacegeatcaggegcetctteecgettectegeteactgact
cgetgegeteggtegticggetgeggegageggtatcageteactcaaaggeggtaatacggttatccacagaatcag
gggataacgcaggaaagaacatgtgagcaaaaggecagcaaaaggecaggaaccgtaaaaaggecgegttgetg

gegtliticcataggetccgeececctgacgageatcacaaaaatcgacgelicaagicagagglggcgaaaccegac

aggactataaagataccaggegtttcececctggaagetecetegtgegetetectgtteegaccetgecgettaccggat
acctgteegecttteteecttegggaagegtggcgcetttetcatagetcacgetgtaggtatetcagttcggtgtaggtegt
tegetecaagetgggcetgtatgcacgaacceccegttcageecgaccgetgegecttatceggtaactategtettgag
tccaacccggtaagacacgacttatcgecactggeageagecactggtaacaggattageagagegaggtatgtagg
cggtgctacagagticttgaagtggtggcctaactacggetacactagaaggacagtatttggtatetgegetetgetga
agccagttaccttcggaaaaagagttggtagetettgatceggeaaacaaaccaccgetggtageggeggtittttgttt

FIG. 45B
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aaaggatctcaagaagatcctitgatcttticttactgaacggtgatccccaccggaatigeggecgetgicgg
gaaccgcegttcaggtggaacaggacaccteectigeacttetiggtatatcagtataggcetgatgtaticatag
tgggetititcataataaatitactaacggcaggceaacaticactcggcettaaacgcaaaacggaccgtctiga
tatcttctgacgceattgaccaccgagaaatagtgttagtiaccgggtgagttatigticttctacacaggegacg
cccatcgtctagagttgatgtactaactcagatttcactacctaccctatcectggtacgeacaaageactttge
tagatagagtcgacaaaggcgggccccccctegagattaccetgttatccctacataacttegtatageatac
attatacgaagttatictgaattccgeccagagagecattgacgttctttctaatttggaccgatageegtatagt
ccagtctatctataagttcaactaactcgtaactattaccataacatatacttcactgecccagataaggticega
taaaaagttctgcagactaaatttatttcagtctectcticaccaccaaaatgecectectacgaagetcgageta
acgtccacaagtcegectttgecgetegagtgetcaagetegtggcagecaagaaaaccaacctgtgtgcett
ctctggatgttaccaccaccaaggagctcattgagettgecgataaggteggaccttatgtgtgeatgatcaa
gacccatatcgacatcattgacgacttcacctacgecggeactgtgctececctcaaggaacttgetcttaag
cacggtttcttcotgticgaggacagaaagticgeagatattggcaacactgtcaagecaccagtaccggtgtc
accgaatcgecgagtggtcegatatcaccaacgeccacggtgtacceggaaccggaatcattgetggecet
gegagetggtaccgaggaaactgtetetgaacagaagaaggaggacgtetetgactacgagaacteecag
tacaaggagttcctagtccectctcccaacgagaagetggecagaggtetgetcatgetggecgagetgtet
tgcaagggctctctggecactggegagtactccaageagaccattgagettgeecgatecgaccecgagttt
gtggttgocttcattgecccagaaccgacctaagggcegactetgaggactggettatictgacceecggggtg
ggtcttgacgacaagggagacgcetctcggacagceagtaccgaactgtigaggatgtcatgtetaccggaac
ggatatcataattgtcggcecgaggtetgtacggecagaaccgagatectatigaggaggcecaagegatace
agaaggctggctgggaggecttaccagaagattaactgttagaggttagactatggatatgtaatttaactgtgt
atatagagagcgtgcaagtatggagegctgttcagettgtatgatggtcagacgacctgtctgatcgagtatg
tatggtactgcacaacctgtgtatccgeatggtetgtccaatggggceatgttgttgtgtttctcggaattegtata
acttcgta
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caaggggtaggcgaatggtacgaticcgeccaagtgagactggegatcgggagaagggttggtegteatgggggata
gaatitgtacaagtggaaaaaccactacgagtagcggattigataccacaagtagcagagatatacagcaatggtgge
agtgcaagtatcggaatgtactgtacctectgtactegtactegtacggeactegtagaaacggggceaatacggggga
gaagcegatcgececgictgticaatcgecacaagtcegagtaatgetegaglatcgaagtettgtaccteectgicaatcea
tggcaccactggtettgacttgtctattcatactggacaagegecagagttagetagegaatitegeocteggacateac
cccatacgacggacacacatgeccgacaaacagectetcttatigtagetgaaagtatattgaatgtgaacgtgtacaat
atcaggtaccagcgggaggttacggccaaggtgataccggaataaccctggetiggagatggteggtecattgtactg
aagtgtcegtgtegtttccgtcactgecccaattggacatgtttgtitttcegatetttcgggegeccictecttgtetecttgt
ctgtetectggactgttgctacceecatttetttggectecattggticcteccegtetttcacgtegtetatggttgcatg gttt
cccttatacttttcocccacagtcacatgttatggaggggtetagatggacatggtgcaaggecegeagggttgattcgac
gettttccgegaaaaaaacaagtccaaatacccecgtttatictececteggeteteggtatttcacatgaaaactataacct
agactacacgggcaaccttaaccccagagtatacttatataccaaagggatgggtcctcaaaaatcacacaageaacg
gatccatgaagctttccaccatecteticacagectgegetaceetggecgetaccaagegaggetetcccaaceeca
ceccgagecgecgetgtgaaggecgecttccagacctettggaacgectaccaccacttcgecttcceccacgacgac
ctgeacceegtgtetaactegttcgacgacgagegaaacggetggggctettetgecatcgacggectggacaccege
catcctgatgggcgacgecgacategigaacaccatectgeagtacgtgecccagatcaacticaccaccaccgecg
tggecaaccagggcatetetgtgticgagaccaacatecgatacctgggeggcectgetgtetgectacgaccetgetge
gaggcccctictetictetggecaccaaccagacceetggigaactcletgetgegacaggeccagaceetggecaac
ggectgaaggtgpctittaccaccccctetggegtgecegaccccacegigticticaaccecacegtgegacgatet
ggegectettctaacaacgtggecgagateggetetctggtectggagtggaccegactgtctgacctgaccggeaa
ceeecagtacgececagetggeccagaagggegagtettacctgetgaaccecaagggetetecegaggectggece
geactgatcggceaccttegtgtctaccictaacggeaccttccaggactetteccggetettggtetggectgatggactct
ttetacgagtacctgatcaagatgtacctgtacgaceecgtggecticgeccactacaaggaccegatggotoctggoce
gecgactetaccatcgeccaccetggectetcacecectetaccegaaaggacctgaccticetgtectcttacaacggee
agtctacctctcecaactetggacacctggetteettegeeggtggcaacticatectgggeggcatectgetgaacga
geagaagtacatcgacttcggeatcaagetggectettectacttegecacctacaaccagaccegectetggeatcgg
cceegagggcttcgectgggtegactetgtgaceggegetggeggetcicececctettetcagtetggettetactett
ctgecggcttctgggtgaccgeccectactacatectgegaccegagacceetggagictctgtactacgectaccgag
tgaccggegactetaagtggeaggacctggecetgggaggecttetetgecategaggacgectgtegageeggetet
gectactettctatcaacgacgtgacecaggecaacggtggeggagectetgacgacatggagtettictggticgee
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gaatctgacgtgcaggtgcaggccaacggeggcaacaagticgtgticaacaccgaggeccacccectictctate
cgatcttcttctcgacgaggeggecacctggeccatgacgagcetgtaatagectagggtgtetgtggtatctaaget
atttatcactctttacaacttctacctcaactatctactttaataaatgaatatcgtttattctctatgattactgtatatgegtt
cctetaagacaaatcgaattecatgtgtaacactcgetctggagagttagtcatccgacagggtaactctaatetecc
aacaccttattaactctgcgtaactgtaactettcttgecacgtcgatcttactcaattticctgetcatcatctgetggatt
gttgtctatcgtetggetetaatacatttattgtttattgeccaaacaactttcattgecacgtaagtgaattgttttataaca
gegttcgecaattgetgegecategtcgteeggetgtectaccgttagggtagtgtatctcacactaccgaggttact
agagttgopaaagcgatactgectcggacacaccacctggtettacgactgeagagagaatcggegttacetect
cacaaagcecctcagtgeggecgeccggggtagocgaagaactccageatgagatccecgegetggaggatcat
ccageeggegteceggaaaacgattecgaageccaacctticatagaaggeggeggtggaatcgaaatetegtg
atggcaggttggocatcgctiggtcggtcatticgaaccecagagteccgetcagaagaactegtcaagaaggcg
atagaaggegatgcgetgegaategggagcggcgataccgtaaageacgaggaageggtecageccattcgee
gccaagetettcageaatatcacgggtagecaacgetatgtectgatageggtecgecacacccagecggecaca
gtcgatgaatccagaaaageggecattttccaccatgatattcggeaageaggeategecatgggteacgacgag
atecctcgeegtegggceatgegegecttgagectggcegaacagtteggetggegegageccctgatgetetiegtc
cagatcatcctgatcgacaagaccggcettecatcecgagtacgtgetegetcgatgegatgtticgettggtgotega
atggocaggtagecggatcaagegtatgecagecgecgeattgeatcagecatgatggatactttcteggcaggag
caaggtgagatgacaggagatcectgecceggceacttecgeccaatageagecagtecctteccgettcagtgacaa
cgtcgagcacagetgegeaaggaacgecegicgtggecagecacgatageegegetgectegtectgceagttea
ttcagggcaccggacaggteggicttgacaaaaagaaccgggegececcetgegetgacagecggaacacggeg
geatcagageagecgattgtetgttgtgeccagicatagecgaatagectetecacccaageggecggagaacct
gegtgeaatecatcttgticaatcatgegaaacgatecteatectgtetettgatcagatettgatecectgegecatea
gatccttggeggeaagaaagecatccagtttactttgecagggcticecaaccttaccagagggegecceagetgg
caattccggttegettgetgtecataaaaccgeccagtctagetategecatgtaageccactgeaagetacetgett
tetetttgegettgegttticectigtccagatageccagtagetgacattcatccggggtecageaccegtttetgegga
ctggctttctacgtgticegettectttagecagecettgegecctgagtgettgeggeagegtgaagetagettatgeg
gtgtgaaataccgcacagatgegtaaggagaaaataccgcatcaggegetcttcegceticctegetcactgacteg
ctgegeteggtegticggetgeggegageggtatcagetcactcaaaggeggtaatacggttatccacagaatca
ggggataacgcaggaaagaacatgtgagcaaaaggccageaaaaggecaggaaccgtaaaaaggecgegttg
ctggegttittccataggetecgeccccctgacgageatcacaaaaatcgacgetcaagtcagaggtggegaaac

FIG. 46B
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ataccaggcegtttccecctggaagceteectegtgegetetectgitecgacectgecgcttaceggataccetgtecgece
titeteecttegggaagegtggegettictcatagetcacgetgtaggtatetecagticggtetaggtegttegetccaag
ctgggctgtgtgcacgaaccccecgttcageccgaccgetgegecttatccggtaactategtetigagtecaacceg
gtaagacacgacttatcgccactggcagcagecactggtaacaggattagcagagegaggtatgtaggeggtocta
cagagttcttgaagtggtogpcctaactacggctacactagaaggacagtatitggtatetgegetctgetgaagecagtt
accttcggaaaaagagtiggtagetettgatccggeaaacaaaccacegetggtageggeggttittigtitgcaagea
geagattacgegeagaaaaaaaggatctcaagaagatectttgatcttttcttactgaacggtgatececcaccggaatt
gcggccgetgtcgggaaccgegttcaggtggaacaggacaccteecttgeacttctiggtatatcagtataggetgat
gtattcatagtgggogtttttcataataaatttactaacggeaggceaacattcactcggettaaacgcaaaacggaccgtcet
tgatatcttctgacgeattgaccaccgagaaatagtgttagttaccgggtgagttattgticttctacacaggegacgecec
atcgtctagagttgatgtactaactcagatttcactacctacccetatcectggtacgeacaaageactttgetagatagag
tcgacaaaggegggcecceccctegagattaceetgttatccctacataacticgtatageatacattatacgaagttatte
tgaattccgeccagagagcecattgacgttetttctaatttggaccgatagecgtatagtccagtctatctataagttcaact
aactcgtaactattaccataacatatacttcactgecccagataaggticcgataaaaagtictgcagactaaatttattic
aglcteceteticaccaccaaaatgecctectacgaagelcgagetaacgtccacaagicegectitgecgetegagtec
tcaagctcgtggcagecaagaaaaccaacctgtgtgettctetggatgttaccaccaccaaggagcetcatigagetige
cgataaggtcggaccttatgtgtgcatgatcaagacccatatcgacatcattgacgacttcacctacgecggeactgtg
cteccectcaaggaacttgetcttaageacggtttcttectgttcgaggacagaaagticgeagatattggcaacactgt
caagcaccagtaccggtgtcaccgaatcgecgagtggtcegatatcaccaacgeccacggtgtacceggaacegg
aatcattgctggectgegagetggteccgaggaaactgictctgaacagaagaaggaggacgietctgactacgaga
actcccagtacaaggagttcctagteccctctecccaacgagaagetggecagaggtetgetcatgetggecgagetgt
cttgcaagggctcetetggecactggegagtactccaageagaccattgagettgeecgatecgacecegagtttgtep
ttgocttcattgececcagaaccgacctaagggcgactctgaggactggettatictgacceceggggteggatettgacg
acaagggagacgcetetcggacageagtaccgaactgttgaggatgtecatgtctaccggaacggatatecataattgteg
geegaggtctgtacggecagaaccgagatectattgaggaggeccaagegataccagaaggetggetgggaggoctt
accagaagattaactgttagaggttagactatggatatgtaatttaactgtgtatatagagagegtgcaagtatggageg
ctgttcagettgtatgatggtecagacgacctgtetgategagtatgtatggtactgecacaacctgtgtatcegeatggtet
gtccaatggggocatgtigttgtottictcggaatticgtataacticgtatagcaggagttatccgaagegataattacectg
ttatcectagettatcgattcccacaagacgaacaagtgataggecgagagecgaggacgaggtggagtoca

FIG. 46C
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taattaccctgttatccctagettatcgatagagaccgggttggcggegtattigtgtecccaaaaaacagecccaattgee
ccaattgaccccaaattgacccagtagegggeccaacceeggegagageceecttcaccecacatatcaaacctecee
cggtteecacacttgecgttaagggegtagggtactgeagtetggaatctacgettgttcagacttigtactagtttetttgt
ctggecatecgggtaaccecatgecggacgcaaaatagactactgaaaattttttgetttgtggttggoactttagecaag
ggtataaaagaccaccgtceccgaattacctttectettcttttetetetetecttgtcaactcacaccegaaggatecatga
agctttccaccatectettcacagectgegcetacectggecgetaccaagegaggetetcccaaccecaccegagecg
cegetgtgaaggecgecttceagacctettggaacgectaccaccacttegecticceccacgacgacctgeacceecgt
gtctaactegticgacgacgagegaaacggetggggctcettetgecatcgacggectggacaccgecatectgatggg
cgacgecgacatcgtgaacaccatectgeagtacgtgecccagatcaacttcaccaccaccgecgtggecaaccagg
gcatctctgtgttcgagaccaacatecgatacctgggeggectgetgtetgectacgacetgetgegaggecccttetett
ctetggecaccaaccagacccetggtgaactetetgetgegacaggeccagaccetggecaacggectgaaggtggct
tttaccaccccetetggegtgeccgaccecacegtgticticaaccecacegtgegacgatcetggegectetictaacaa
cgtggecgagateggetetetggtactggagtggaccegactgtetgacctgaccggeaacccccagtacgeecage
tggcccagaagggcgagtettacctgetgaaccecaagggeteticcegaggectggeceggactgateggeacctte
gtgtctacetctaacggeaccttecaggactcetteeggetetiggtetggectgatggactettictacgagtacctgatea
agatgtacctgtacgaccccgtggecttegeccactacaaggaccgatgggtoctggecgeegactctaccatcegece
acctggectetecaccectetacecgaaaggacctgaccttectgtectettacaacggecagtctacctetcccaactetg
gacacctggcttecticgecggtggeaacttcatectgggeggeatectgetgaacgageagaagtacategacticgg
catcaagetggectettectacttcgecacctacaaccagaccegectetggeateggeccegagggcttegectgggty
gactetgtgaccggegetggeggcetctececectctictcagtetggcetictactettctgecggettetgggtgacegee
cectactacatectgegaccegagaccctggagtetetgtactacgectaccgagtgaccggegactctaagtggeag
gacctggectgggaggcctictetgecatcgaggacgectgtcgagecggetetgectactettetatcaacgacgtga
ceccaggecaacggtggeggagectetgacgacatggagtetttetggttegecgaggecctgaagtacgectacetga
tettcgecgaggaatctgacgtgeaggtgeaggecaacggeggceaacaagttegtgttcaacaccgaggececaccee
ttctetateegatettcttetegacgaggeggecaccetggeccatgacgagetgtaatagectagggtgtetgtggtateta
agctatttatcactctttacaacttctacctcaactatctactttaataaatgaatategtttatictctatgattactgtatatgegt
teetctaagacaaatcgaattecatgtgtaacactegetetggagagttagtecatcegacagggtaactctaateteccaa
caccttattaactctgegtaactgtaactcttettgecacgtegatettactcaattticetgeteatcatctgetggattgtigt
ctatcgtetggetctaatacatttattgtttattgeccaaacaactttcattgecacgtaagtgaattgttitataacagegttcge
caattgetgegecategtegtecggetgtectacegttagggtagtgtgtctcacactacegaggttactagagttggoaa

FIG. 47A
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acacaccacctggtcttacgactgecagagagaatcggegttacctecteacaaageccteagtgeggcegeeeggggt
ggecgaagaactccageatgagateccecgegetggaggatcatccagecggegteccggaaaacgattecgaagec
caacctttcatagaaggceggcggtggaatcgaaatctegteatggeaggtiggacgtegetiggtcggtcatttecgaace
ccagaglccegetcagaagaactcgtecaagaaggegatagaaggegalgegetgegaategggageggegataceg
taaagcacgaggaageggtcagececattcgecgecaagcetettcageaatatcacgggtagecaacgctatgtectgat
agcggtecgecacacccagecggecacagtcgatgaatccagaaaageggecattttccaccatgatattcggeaage
aggcatcgecatgggteacgacgagatcctegecgtegggceatgegegectigagectggegaacagticggetgge
gcgageccctgatgetettegteccagateatectgatcgacaagaccggeticcatecgagtacgtgctegetegatgeg
atgtttcgcettggtggtcgaatgggcaggtagecggatcaagegtatgecagecgecgeattgeatcagecatgatggata
cttictcggeaggageaaggtgagatgacaggagatcetgeeccggceacticgeccaatagecagecagicectteeege
ttcagtgacaacgtcgageacagetgegeaaggaacgececgtegtggecagecacgatagecgegetgectegtectg
cagttcattcagggeaccggacaggtcggtettgacaaaaagaaccgggegeecctgegetgacageecggaacacgg
cggcatcagageagecgatigtetgtigtgeecagteatagecgaatagectetecacccaageggecggagaacctge
gtgcaatccatettgticaatcatgegaaacgatccteatectgtetcttgatcagatettgateecctgegecatcagatect
tggcggcaagaaagecatccagtttactttgeagggcettcccaaccttaccagagggegecceagetggeaattceggtt
cgettgetgtecataaaaccgeccagictagetategecatgtaageccactgeaagetacetgetttetetttgegettgeg
ttttcecttgtecagatageccagtagetgacattcatceggggtecageaccegttictgeggactggcettictacgtgttceg
cttectttageagececttgegecectgagtgettgeggeagegtgaagetagettatgeggtgtgaaataccgeacagatg
cgtaaggagaaaataccgceatcaggegcetceticegeticetegeteactgactegetgegeteggtegticggetgegge
gagcggtatcagetcactcaaaggeggtaatacggttatccacagaatcaggggataacgcaggaaagaacatgtgag
caaaaggccageaaaaggecaggaaccgtaaaaaggecegegttgetggegttittccataggetecgececectgacg
agcatcacaaaaatcgacgeteaagtcagaggtggcgaaaccegacaggactataaagataccaggegttteceectg
gaagctecctegtgegetetectgttecgaccetgeegettaceggatacctgtecgecttteteecttegggaagegteg
cgcttictcatagetcacgetgtaggtatetcagttcggtetaggtegttegetecaagetgggcetgtgtgeacgaaccece
cgttcageccgaccegetgegecttateeggtaactategtettgagtecaacceggtaagacacgacttatecgecactgg
cagcagccactggtaacaggattagecagagegaggtatetaggcggtoctacagagtictigaagtggtggcctaacta
cggctacactagaaggacagtatitgetatctgegetetgetgaagecagttaceticggaaaaagagttggtagetettg
atccggcaaacaaaccaccgetggtageggcggtittttgtttgcaageageagattacgegcagaaaaaaaggatcte
aagaagatcctttgatcitttcttactgaacggtgatecccaccggaattgeggeegetgtegggaaccgegttcaggigg
aacaggacacctcccttgeacttettggtatatcagtataggetgatgtaticatagtgggetttticataataaatttact
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aacggcaggcaacattcactcggcttaaacgcaaaacggaccgtcttgatatctictgacgceattgaccaccgaga
aatagtgttagttaccgggtoagttattgttctictacacaggegacgeccatcgtctagagtigatgtactaactcag
atttcactacctaccctatcectggtacgcacaaageactttgetagatagagtcgacaaaggegggececceccte
gagattaccctgttatccctacataacttcgtatagcatacattatacgaagttatictgaaticcgagaaacacaacaa
catgccccattggacagaccatgceggatacacaggtigtgcagtaccatacatactcgatcagacaggtegictga
ccatcatacaagctgaacagegetccatacttgecacgetetctatatacacagttaaattacatatccatagtctaacct
ctaacagttaatcttctggtaagecteccagecagecttetggtategettggectectecaataggatcteggticty
ccgtacagaccteggecegacaattatgatateegttccggtagacatgacatectcaacagticggtactgetgtee
gagagcgtcteecttgtcgtcaagacccacccegggggtcagaataagecagtccteagagtegeecttaggteg
gttctgggcaatgaagecaaccacaaacteggggteggatcgggcaagetcaatggtetgetiggagtactegee
agtggccagagageccttgecaagacagetcggecagceatgageagacctetggecagettetegtigggagagy
ggactaggaactecttgtactgggagttctegtagtcagagacgteetecttctictgticagagacagtttectegge
accagctcgeaggcecageaatgattccggticcgggtacaccgtgggcgttggtgatatcggaccactcggegat
tcggtgacaccggtactggtgcettgacagtgtigecaatatctgegaactttctgtectegaacaggaagaaaccgt
gettaagagcaagttectigagggggagcacagtgecggcgtaggtgaagtcgtcaatgatgtegatatgggtett
gatcatgcacacataaggtccgaccttatcggeaagetcaatgagetecttggtggtegtaacatccagagaagea
cacaggttggttitcttggetgecacgagettgageactcgageggeaaaggeggacttgtggacgttagetcgag
cttcgtaggagggcattttggtggtgaagaggagactgaaataaatttagtctgecagaactititatcggaaccttate
tggoocagtgaagtatatgttatggtaatagttacgagttagttgaacttatagatagactggactatacggcetategg
tccaaattagaaagaacgtcaatggetctetgggeggaattcgtataacttcgtatageaggagttateccgaagega

FIG. 47C
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gagcteagegetegacecetgtatececaagicttteggetactettetgtggigtotatototaacgecacctactgtgact
cgttcgaccecececaccttecececcgeecetgggceacctictetegatacgagtetaccegatetggecgacgaatggaget
gtetatgggaccccatecaggecaaccacaccggeaccggectgetgetgacceetgeageccgageagaagticcaga
aggtcaagggcttcggeggagecatgaccgacgecgetgecctgaacateetggecctgtcteecececgetecagaac
ctgctectgaagtcttacttetetgaggagggcateggcetacaacatcateccgagtgectatggectcettgtgacttetctat
ccgaacctacacctacgecgacacecccgacgacttecagetgeacaacttetecetgeccgaggaggacaccaaget
gaagatcceectgatecaccgagecctgeagetggeccagegacceegtgtetetgetggecteteectggaccetetece
acctggctcaagaccaacggcegecgtgaacggcaagggctetetgaagggccageceggegacatetaccaccaga
cctgggeccgatacttegtgaagttcctggacgectacgecgageacaagetgeagtictgggccegtgacecgecgaga
acgagecctetgetggactgetgteecggetaccecttecagtgtetgggcttcaceccegageaccagegagactteate
geeegagacctgggacccaccecetggecaactetacccaccacaacgtgegactgetgatgetggacgaccagegact
getgetgecccactgggecaaggtggtgotgacecgaccecgaggecgecaagtacgtecacggeategetgtecatt
ggtatetggacttictggetcecegecaaggecacectgggegagaccecaccgactgticeccaacaccatgetgticge
ctetgaggetigtgtgggctetaagttctgggageagtetgtgegactggecictigggaccgaggeatgeagtactetc
actctatcatcaccaacctgetgtaccacgtggtgggactggaccgactggaacctggeectgaacccegagggeggac
ccaactgggtgcgaaacttegtggactcteccatcategtggacatcaccaaggacacctictacaageagececatgtic
taccacctgggccacttctctaagttcatceccgaggactetcagegagtgggcectggtggectctcagaagaacgace
tggacgeegtggccctgatgecaccecgacggetctgeegtggtggtgotectgaacegatetictaaggacgtgeccct
gaccatcaaggaccecgecgtgggcttectggagaccateteteceggetactetatecacacctacctgtggegacga

caglaatagcctaggggtace

FIG. 50
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FADA
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FIG. 51

geteceecccgactgatetgtgactetegagtgctggaacgatacctgetggaagecaaggaageegag
aacatcaccaccggcetgtgecgageactgttctetgaacgagaacattacegtgecegacaccaaggte
aacttetacgectggaagegaatggaggtgooccageaggecgtggaggtgtgocagggactggetet
getgtetgaggecgtgetgegaggacaggetetectggtgaacteticteageectgggagecccetgeag
ctgeacgtggacaaggecgtgtetggectgegatetetgaccaccetgetgegagececteggtgeteaga
aggaagccatcetcteeccceegacgecgectetgetgeceeectgegaaccatcacegecgacacctteeg
aaagctgttccgagtgtactctaacttectgegaggeaagetgaagetgtacaccggegaggettgteg
aaccggegaccga

FIG. 52
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ctggacaacggectggeccgaacceecaccatgggetggetgeactgggagegattcatgtgtaacct
ggactgtcaggaagagceccgactcttgtatctctgagaagetgttcatggaaatggccgagcetgatggt

gtctgagggctggaaggacgecggcetacgagtacctgtgtatcgacgactgttggatggcecccecage
gagactctgagggecgactccaggecgaccceecagegattcceccacggeatccgacagetcgeca

actacgtgcactctaagggcectgaagetgggcatctacgecgacgtgggcaacaagacctgtgeegg

cttcceccggcetetttcggetactacgacatcgacgeccagaccttcgecgactggggegtggacctget

gaagttcgacggcetgttactgtgactctctcgagaacctggecgacggcetacaageacatgtetetggec
ctgaaccgaaccggecgatctatcgtgtactetigigagtggcccetgtacatgtggceccttccagaage
ccaactacaccgagatccgacagtactgtaaccactggcgaaacttcgecgacatcgacgactegtgg

aagtctatcaagtctatictggactggacctctttcaaccaggagcegaatcgtcgacgicgecggacccg
gecggatggaacgacccecgacatgetggtgatcggeaacttcggectgtettggaaccageaggtgace
cagatggccctgtgggctatcatggctgecccecctgticatgtctaacgacctgegacacatctcteecce

aggccaaggcecctgetecaggacaaggacgtgatcgecatcaaccaggaccecctgggcaageagg
gctaccageteccgacagggcgacaacticgaggtgtgggagegaccectgictggectggectgggc
cgtggccatgatcaaccgacaggagatcggeggacccecgatcttacaccatcgecgtggecteectgg
gaaagggcgtgacctgtaacccegectgtttcatcacccagetectgeccgtgaagegaaagetggga
ttctacgagtggacctctcgactgegatetcacatcaaccccaccggeaccgtgetgctccagetegag

aacaccatgcagatgtctctgaaggacctgetg

FIG. 53
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1
MICROORGANISMS GENETICALLY
ENGINEERED TO HAVE MODIFIED

N-GLYCOSYLATION ACTIVITY

CROSS-REFERENCE TO RELATED
APPLICATIONS

This application is a continuation of U.S. application Ser.
No. 13/095,532, filed Apr. 27, 2011, which is a continuation
of U.S. application Ser. No. 12/062,469, filed Apr. 3, 2008,
now U.S. Pat. No. 8,026,083, issued Sep. 27, 2011, which
claims the benefit of U.S. Provisional Application Ser. No.
60/940,212, filed May 25, 2007, and which claims the benefit
of U.S. Provisional Application Ser. No. 60/909,904, filed
Apr. 3, 2007. The disclosures of all the prior applications are
considered part of (and are incorporated by reference in) the
disclosure of this application.

TECHNICAL FIELD

The invention relates to methods of obtaining glycosylated
molecules, particularly protein and lipid molecules.

BACKGROUND

High performance expression systems are required to pro-
duce most biopharmaceuticals (e.g., recombinant proteins)
currently under development. The biological activity of many
of these biopharmaceuticals is dependent on their modifica-
tion (e.g., phosphorylation or glycosylation). A yeast-based
expression system combines the ease of genetic manipulation
and fermentation of a microbial organism with the capability
to secrete and to modify proteins. However, recombinant
glycoproteins produced in yeast cells exhibit mainly hetero-
geneous high-mannose and hyper-mannose glycan struc-
tures, which can be detrimental to protein function, down-
stream processing, and subsequent therapeutic use,
particularly where glycosylation plays a biologically signifi-
cant role.

SUMMARY

The present invention is based, at least in part, on: (a) the
discovery that single gene deletion (Outer CHain elongation
(OCH1) deletion) in Yarrowia lypolitica cells resulted in the
substantially homogeneous production of glycosylated pro-
teins having o-1,2-linked mannose residues on a
ManGleNAc, (structural formula IV; FIG. 1) backbone; (b)
the discovery that overexpression of an engineered alpha-1,
2-mannosidase targeted to the ER of Yarrowia lipolytica cells
(both with AND without OCH1 deletion) resulted in the sub-
stantially homogenous production of glycosylated proteins
carrying the MansGlcNAc, N-glycan structure (structural
formula IV; FIG. 1); (c) the discovery that inactivating the
Asparagine Linked Glycosylation 3 (ALG3) enzyme activity
in Yarrowia lipolytica cells results in highly increased levels
of glucosylated glycans; and (d) the discovery that overex-
pression of a wild-type form of a Yarrowia lipolytica gene
(MNN4) in Yarrowia lipolytica results in hyperphosphoryla-
tion of a-1,2-linked mannose residues. Thus, the genetically
engineered cells (e.g., Yarrowia lipolytica, Arxula adenini-
vorans, or other related species dimorphic yeast cells) can be
used in methods to produce target molecules having an
altered N-glycosylation form as compared to the N-glycosy-
lation form of the target molecules produced in non-geneti-
cally engineered cells of the same species. As administration
of N-glycosylated target molecules (e.g., N-glycosylated pro-
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teins) to patients having a metabolic disorder (e.g., a lysoso-
mal storage disorder) has been shown to ameliorate the symp-
toms of the disorder, the methods and cells described are
useful for the preparation of N-glycosylated target molecules
for the treatment of, inter alia, metabolic disorders such as
lysosomal storage disorders.

The present invention is also based, at least in part, on the
discovery of the spliced form of the Yarrowia lipolytica and
Pichia pastoris HAC1 gene. The protein encoded by the
HACI1 gene, Haclp, is a transcriptional activator that acti-
vates transcription of several target genes by binding to a
DNA sequence motif termed the Unfolded Protein Response
(UPR) element. Among the Hac1p target genes are those that
encode chaperones, foldases, and proteins which are respon-
sible for lipid- and inositol metabolism. As the spliced form
Haclp is a more potent transcriptional activator than the form
encoded by the unspliced HAC1 mRNA, overexpression of
the spliced form of Haclp transcription factor can lead to an
increased expression of native and heterologeous proteins as
well as an increase in ER membrane. Thus, the spliced form
of Haclp can be used to increase the production of membrane
and secreted proteins in a variety of eukaryotic cells (e.g.,
fungal cells (e.g., Yarrowia lipolytica or any other yeast cells
described herein), plant cells, or animal cells (e.g., mamma-
lian cells such as human cells) by simultaneous activation of
the UPR and expression of target molecules.

The present invention is further based on the discovery of a
mutant form of the MNS1 mannosidase capable of converting
MangGleNAc, (structural formula I; FIG. 4) structures to
Man,GlcNAc,  (structural  formula IV, FIG. 4),
Man GlecNAc, (structural formula V; FIG. 4) and
Man,GleNAc, (structural formula VI; FIG. 4) when
expressed in Yarrowia lipolytica. Thus, genetically engi-
neered eukaryotic cells (e.g., fungal cells (e.g., Yarrowia
lipolytica or any other yeast cells described herein), plant
cells, or animal cells (e.g., mammalian cells such as human
cells)) expressing mutant forms of mannosidase such as
MNSI1 can be used in methods to produce target molecules
having an altered N-glycosylation form as compared to the
N-glycosylation form of the target molecules produced in
non-genetically engineered cells of the same species. There-
fore, the cells and methods described are useful for the prepa-
ration of N-glycosylated target molecules for the treatment
of, inter alia, metabolic disorders such as lysosomal storage
disorders (see below).

In one aspect, the disclosure features a method of produc-
ing an altered N-glycosylation form of a target protein. The
method includes the step of introducing into a cell a nucleic
acid encoding a target protein, wherein the cell produces the
target protein in an altered N-glycosylation form and wherein
the cell is a Yarrowia lipolytica or an Arxula adeninivorans
cell (or a related species dimorphic yeast cell) genetically
engineered to contain at least one modified N-glycosylation
activity. The method can also include the step of providing the
Yarrowia lipolytica or an Arxula adeninivorans cell (or
related species dimorphic yeast cell) genetically engineered
to contain at least one modified N-glycosylation activity. The
method can also include the step of isolating the altered
N-glycosylation form of the target protein.

In some embodiments, the target protein can be an endog-
enous protein or an exogenous protein. The target protein can
be a mammalian protein such as a human protein. The target
protein can be, for example, a pathogen protein, a lysosomal
protein, a growth factor, a cytokine, a chemokine, an antibody
or antigen-binding fragment thereof, or a fusion protein. The
fusion protein can be, for example, a fusion of a pathogen
protein, a lysosomal protein, a growth factor, a cytokine, or a
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chemokine with an antibody or an antigen-binding fragment
thereof. The target protein can be, for example, one associated
with a lysosomal storage disorder (LL.SD). The target protein
can be, for example, glucocerebrosidase, galactocerebrosi-
dase, alpha-L-iduronidase, beta-D-galactosidase, beta-glu-
cosidase, beta-hexosaminidase, beta-D-mannosidase, alpha-
L-fucosidase, arylsulfatase B, arylsulfatase A, alpha-N-
acteylgalactosaminidase, aspartylglucosaminidase,
iduronate-2-sulfatase, alpha-glucosaminide-N-acetyltrans-
ferase, beta-D-glucoronidase, hyaluronidase, alpha-I.-man-
nosidase, alpha-neuraminidase, phosphotransferase, acid
lipase, acid ceramidase, sphinogmyelinase, thioesterase,
cathepsin K, or lipoprotein lipase.

In some embodiments, the altered N-glycosylation form
can contain one or more N-glycan structures such as, e.g.,
ManGlcNAc,, MangGlcNAc,, Man,GleNAc,,
Man,GleNAc,, Gle, Man,GlcNAc,, Glc,Man,GIcNAc,. In
some embodiments, the altered glycosylation can be, for
example, Man;GlcNAc,, MangGlcNAc,, Man,GlcNAc,,
Man,GlcNAc,, Gle,Man,GlcNAc,, Glc,Man,GlcNAc,.

In some embodiments, the altered N-glycosylation form of
the target protein can be homogenous or substantially homog-
enous. For example, the fraction of altered target molecules
that contain the altered glycosylation can be at least about
20%, at least about 30%, at least about 40%, at least about
45%, at least about 50%, at least about 55%, at least about
60%, at least about 65%, at least about 70%, at least about
75%, at least about 80%, at least about 85%, at least about
90%, or at least about 95% or more.

In some embodiments, the cell can be genetically engi-
neered to be deficient in at least one N-glycosylation activity.
The N-glycosylation activity can be, for example, ALG3
activity, OCH, activity, MNS1 activity, or MNN9 activity.

In some embodiments, at least one modification can be: (a)
deletion of a gene encoding a protein having the N-glycosy-
lation activity; (b) expression of a mutant form of a protein
having the N-glycosylation activity; (c¢) introduction or
expression of an RNA molecule that interferes with the func-
tional expression of a protein having the N-glycosylation
activity; (d) expression of a protein having N-glycosylation
activity (such as ALG6 or an alpha-mannosidase (e.g., an
alpha-mannosidase targeted to the endoplasmic reticulum).
The expressed protein can be a protein encoded by an exog-
enous nucleic acid in the cell. The expressed protein can be an
alpha-mannosidase with a pH optimum below 7.5 (e.g., a pH
optimum below 5.1). The protein having N-glycosylation
activity can be an exogenous protein. The protein having
N-glycosylation activity can be a mammalian protein (such as
a human protein) or a lower eukaryotic (e.g., a fungus, a
protozoan, or a trypanosome) protein. The lower eukaryote
can be selected from the group consisting of Tipanosoma
brucei, Trichoderma harzianum, an Aspergillus, and any
other lower eukaryote described herein.

In some embodiments, the N-glycosylation activity can be
a glucosyltransferase activity. In some embodiments, the pro-
tein having N-glycosylation activity is ALG6 or an alpha-
mannosidase. The alpha-mannosidase can be targeted to the
endoplasmic reticulum. For example, the protein having
N-glycosylation activity can be a fusion protein comprising
an alpha-mannosidase polypeptide and an HDEL endoplas-
mic reticulum retention peptide.

In some embodiments, the protein having N-glycosylation
activity can be a protein that is capable of removing glucose
residues from Man;GlcNAc,. For example, the protein hav-
ing N-glycosylation activity can be a protein having a.-1,3-
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glucosidase activity such as, but not limited to, a glucosidase
1I (e.g., one or both of the alpha and beta subunit of a glucosi-
dase II) or a mutanase.

In some embodiments, the cell can be genetically engi-
neered to comprise at least two modified N-glycosylation
activities such as any of the modified N-glycosylation activi-
ties described herein. The at least two modified N-glycosyla-
tion activities can comprise, e.g., a deficiency in an ALG3
activity and an elevated level of an ALG6 activity.

In some embodiments, the cell can be genetically engi-
neered to comprise at least three modified N-glycosylation
activities such as any of the modified N-glycosylation activi-
ties described herein. The at least three modified N-glycosy-
lation activities can comprise, e.g., a deficiency in an ALG3
activity; an elevated level of an ALG6 activity; and an
elevated level of a a glucosidase II activity.

In some embodiments, the cell is not genetically engi-
neered to be deficient in an OCH1 activity.

In some embodiments, modification can comprise expres-
sion of a protein or biologically active variant thereof capable
of effecting mannosyl phosphorylation of the target protein.
The protein or biologically active variant thereof capable of
effecting mannosyl phosphorylation can be MNN4, PNO1, or
MNNG6. In some embodiments, at least about 30% of the
mannosyl residues of a glycoprotein can be phosphorylated.

In some embodiments, the method can further include
additional processing of the glycoprotein. The additional pro-
cessing can occur in vitro or in vivo. The additional process-
ing can comprise addition of a heterologous moiety to the
modified glycoprotein. The heterologous moiety can be a
polymer or a carrier. The additional processing can comprise
enzymatic or chemical treatment of the altered N-glycosyla-
tion form of the target protein. For example, the additional
processing can comprise treatment of the altered N-glycosy-
lation form of the target protein with a mannosidase, a man-
nanase, a phosphodiesterase, a glucosidase, or a glycosyl-
transferase. The additional processing can include treatment
of'the altered N-glycosylation form of the target protein with
hydrofiuoric acid. The additional processing can include
phosphorylation of the altered N-glycosylation form of the
target protein.

In another aspect, the disclosure provides a method of
producing an altered N-glycosylation form of a target protein.
The method includes the steps of: providing a eukaryotic cell
(e.g., a fungal cell, a plant cell, or an animal cell) genetically
engineered to comprise at least one modified N-glycosylation
activity; and introducing into the cell a nucleic acid encoding
atarget protein, wherein the cell produces the target protein in
an altered N-glycosylation form.

In another aspect, the disclosure features a method of pro-
ducing an altered N-glycosylation form of a target protein.
The method includes the step of contacting a target protein
with a cell lysate prepared from a Yarrowia lipolytica or an
Arxula adeninivorans cell genetically engineered to comprise
at least one modified N-glycosylation activity, wherein the
contacting of the target protein with the cell lysate results in
an altered N-glycosylation form of the target protein.

In yet another aspect, the disclosure features a method of
producing an altered N-glycosylation form of a target protein,
which method includes the step of contacting a target protein
with one or more proteins having N-glycosylation activity,
wherein the one or more proteins having N-glycosylation
activity are obtained from a Yarrowia lipolytica or an Arxula
adeninivorans cell genetically engineered to comprise at least
one modified N-glycosylation activity and wherein contact-
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ing the target molecule with the one or more proteins having
N-glycosylation activity results in an altered N-glycosylation
form of the target protein.

In another aspect, the disclosure provides an isolated pro-
tein having altered N-glycosylation, wherein the protein is
produced by any of the methods described above.

In yet another aspect, the disclosure provides an isolated
Yarrowia lipolytica or Arxula adeninivorans cell (or other
related species dimorphic yeast cell) genetically engineered
to comprise at least one modified N-glycosylation activity.
The N-glycosylation activity can be, for example, ALG3
activity, OCH1 activity, MNS1 activity, or MNNO activity.
The modification can be any of those described herein. For
example, the modification can include: (a) deletion of a gene
encoding a protein having the N-glycosylation activity, (b)
expression of a mutant form of a protein having the N-glyco-
sylation activity, (c) introduction or expression of an RNA
molecule that interferes with the functional expression of a
protein having the N-glycosylation activity, or (d) expression
of'a protein having N-glycosylation activity. The protein hav-
ing N-glycosylation activity can be, for example, ALG6. The
protein having N-glycosylation activity can be a mammalian
protein such as a human protein. The modification can also
include expression of a protein (e.g., MNN4 or PNO1) or
biologically active variant thereof capable of promoting man-
nosyl phosphorylation of the modified glycoprotein.

In another aspect, the disclosure provides a method of
treating a disorder treatable by administration of a protein
having altered N-glycosylation. The method includes the
steps of administering to a subject a protein obtained by any
of the methods described above, wherein the subject is one
having, or suspected of having, a disease treatable by admin-
istration of a protein having altered N-glycosylation. The
method can also include the steps of (a) providing a subject
and/or (b) determining whether the subject has a disease
treatable by administration of a protein having altered N-gly-
cosylation. The subject can be mammal such as a human. The
disorder can be, for example, a cancer, an immunological
disorder (e.g., an inflammatory condition) or a metabolic
disorder. The metabolic disorder can be any of those
described herein, e.g., a lysosomal storage disorder (LSD)
such as Gaucher disease, Tay-Sachs disease, Pompe disease,
Niemann-Pick disease, or Fabry disease. The protein can be
one associated with an LSD, e.g., the protein can be, for
example, glucocerebrosidase, alpha-galactosidase. The pro-
tein can be, for example, alpha-L-iduronidase, beta-D-galac-
tosidase, beta-glucosidase, beta-hexosaminidase, beta-D-
mannosidase,  alpha-L-fucosidase, arylsulfatase B,
arylsulfatase A, alpha-N-acteylgalactosaminidase, aspartyl-
glucosaminidase, iduronate-2-sulfatase, alpha-glu-
cosaminide-N-acetyltransferase, beta-D-glucoronidase,
hyaluronidase, alpha-I.-mannosidase, alpha-neuromimidase,
phosphotransferase, acid lipase, acid ceramidase, sphinog-
myelinase, thioesterase, cathepsin K, or lipoprotein lipase.

In another aspect, the disclosure provides a substantially
pure culture of Yarrowia lipolytica or Arxula adeninivorans
cells (or other related species dimorphic yeast cells), a sub-
stantial number of which being genetically engineered to
comprise at least one modified N-glycosylation activity (such
as any of the modifications described herein). The culture of
cells can contain one or more subpopulations of cells, each
subpopulation comprising a different modified glycosylation
activity.

In yet another aspect, the disclosure provides: (a) an iso-
lated nucleotide sequence comprising SEQ ID NO:1 or SEQ
ID NO:2; (b) an isolated nucleotide sequence comprising a
sequence that is at least 80% identical to SEQ ID NO:1 or
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SEQ ID NO:2; or (c) a polypeptide encoded by the isolated
nucleotide sequence of (a) or (b). In some embodiments, the
isolated nucleic acid sequence is SEQ ID NO:1 or SEQ ID
NO:2.

In another aspect, the disclosure features an isolated
nucleic acid containing: (a) a nucleotide sequence that
hybridizes under highly stringent conditions to the comple-
ment of SEQ ID NO:1 or SEQ ID NO:2; or (b) the comple-
ment of the nucleotide sequence.

In yet another aspect, the disclosure provides: (a) an iso-
lated nucleotide sequence comprising (or consisting of) any
of'the nucleic acid sequences depicted herein; (b) an isolated
nucleotide sequence comprising a sequence that is at least
80% identical to any of the nucleic acid sequences depicted
herein; or (c) a polypeptide encoded by the isolated nucle-
otide sequence of (a) or (b). In some embodiments, the iso-
lated nucleic acid sequence is any of the nucleic acid
sequences depicted herein.

In another aspect, the disclosure features an isolated
nucleic acid containing: (a) a nucleotide sequence that
hybridizes under highly stringent conditions to the comple-
ment of any of the nucleic acid sequences depicted herein; or
(b) the complement of the nucleotide sequence.

In yet another aspect, the disclosure provides: (a) a vector
comprising any of the nucleic acid sequences described above
or (b) a cultured cell containing the vector of (a). The vector
can be an expression vector. The nucleic acid sequence in the
vector can be operably linked to expression control sequence.

In another aspect, the disclosure provides a method for
producing a protein. The method includes the step of cultur-
ing any of the cells described above under conditions permit-
ting the expression of the polypeptide. The method can also
include the step of, after culturing the cell, isolating the
polypeptide from the cell or the medium in which the cell was
cultured. The cell can be, e.g., a cultured cell containing a
vector comprising any of the nucleic acid sequences
described above.

The target molecules (e.g., target proteins), proteins having
N-glycosylation activity, and altered N-glycosylation mol-
ecules described herein (collectively referred to as “mol-
ecules of the invention™) can, but need not, be isolated. The
term “isolated” as applied to any of the molecules of the
invention described herein refers to a molecule, or a fragment
thereof, that has been separated or purified from components
(e.g., proteins or other naturally-occurring biological or
organic molecules) which naturally accompany it. It is under-
stood that recombinant molecules (e.g., recombinant pro-
teins) will always be “isolated.” Typically, a molecule of the
invention is isolated when it constitutes at least 60%, by
weight, of the total molecules of the same type in a prepara-
tion, e.g., 60% of the total molecules of the same type in a
sample. For example, an altered glycosylation protein is iso-
lated when it constitutes at least 60%, by weight, of the total
protein in a preparation or sample. In some embodiments, a
molecule of the invention in the preparation consists of at
least 75%, at least 90%, or at least 99%, by weight, of the total
molecules of the same type in a preparation.

As used herein, an “altered N-glycosylation form” of a
target molecule is an N-glycosylation form of a target mol-
ecule produced by a genetically engineered host cell (e.g.,
Yarrowia lipolytica cell, Arxula adeninivorans cell, or a cell
of another related dimorphic yeast cell species) that differs
from the N-glycosylation form of the target molecule pro-
duced in a non-genetically engineered cell of the same spe-
cies as the genetically engineered cell. Thus, an altered gly-
cosylation form of a target molecule can be, for example, a
form of the target molecule that is not N-glycosylated. More-
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over, an altered glycosylation form of a target molecule can
be, e.g., a form of the target molecule that has altered phos-
phorylation of one or more N-linked glycans.

Asused herein, the term “other related dimorphic yeast cell
species” refers to yeasts related to Yarrowia lipolytica and
Arxula adeninivorans that belong to the family Dipodas-
caceae such as Arxula, Dipodascus (e.g. D. albidus, D.
ingens, or D. specifer), Galactomyces (e.g. G. reesii or G.
geotrichum), Sporopachyderma, Stephanoascus (e.g., S.
ciferii), Wickerhamiella, and Zygoascus. Specifically, yeasts
in the clade Metchnikowia (e.g., M. pulcherrima or M. aga-
ves) and Stephanoascus (to which Y. lipolytica is assigned by
analysis of the D1/D2 domain of the 26S-rDNA sequences of
species such as Arxula (e.g. A. adeninivorans or A. terrestris))
and some Candida species (e.g., C. apicola but not C. albi-
cans, C. maltosa, or C. tropicalis).

“Polypeptide” and “protein” are used interchangeably and
mean any peptide-linked chain of amino acids, regardless of
length or post-translational modification.

The disclosure also provides (i) biologically active variants
and (i) biologically active fragments or biologically active
variants thereof, of the wild-type, full-length, mature “target
proteins” or “proteins having N-glycosylation activity”
described herein. Biologically active variants of full-length,
mature, wild-type proteins or fragments of the proteins can
contain additions, deletions, or substitutions. Proteins with
substitutions will generally have not more than 50 (e.g., not
more than one, two, three, four, five, six, seven, eight, nine,
ten, 12, 15, 20, 25, 30, 35, 40, or 50) conservative amino acid
substitutions. A conservative substitution is the substitution
of one amino acid for another with similar characteristics.
Conservative substitutions include substitutions within the
following groups: valine, alanine and glycine; leucine, valine,
and isoleucine; aspartic acid and glutamic acid; asparagine
and glutamine; serine, cysteine, and threonine; lysine and
arginine; and phenylalanine and tyrosine. The non-polar
hydrophobic amino acids include alanine, leucine, isoleu-
cine, valine, proline, phenylalanine, tryptophan and methion-
ine. The polar neutral amino acids include glycine, serine,
threonine, cysteine, tyrosine, asparagine and glutamine. The
positively charged (basic) amino acids include arginine,
lysine and histidine. The negatively charged (acidic) amino
acids include aspartic acid and glutamic acid. Any substitu-
tion of one member of the above-mentioned polar, basic or
acidic groups by another member of the same group can be
deemed a conservative substitution. By contrast, a non-con-
servative substitution is a substitution of one amino acid for
another with dissimilar characteristics.

Deletion variants can lack one, two, three, four, five, six,
seven, eight, nine, ten, 11, 12, 13, 14,15, 16,17, 18, 19, or 20
amino acid segments (of two or more amino acids) or non-
contiguous single amino acids.

Additions (addition variants) include fusion proteins con-
taining: (a) full-length, wild-type, mature polypeptides or
fragments thereof containing at least five amino acids; and (b)
internal or terminal (C or N) irrelevant or heterologous amino
acid sequences. In the context of such fusion proteins, the
term “heterologous amino acid sequences” refers to an amino
acid sequence other than (a). A fusion protein containing a
peptide described herein and a heterologous amino acid
sequence thus does not correspond in sequence to all or part of
a naturally occurring protein. A heterologous sequence can
be, for example a sequence used for purification of the recom-
binant protein (e.g., FLAG, polyhistidine (e.g., hexahisti-
dine), hemagluttanin (HA), glutathione-S-transferase (GST),
or maltose-binding protein (MBP)). Heterologous sequences
can also be proteins useful as diagnostic or detectable mark-
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ers, for example, luciferase, green fluorescent protein (GFP),
or chloramphenicol acetyl transferase (CAT). In some
embodiments, the fusion protein contains a signal sequence
from another protein. In certain host cells (e.g., yeast host
cells), expression and/or secretion of the target protein can be
increased through use of a heterologous signal sequence. In
some embodiments, the fusion protein can contain a carrier
(e.g., KLH) useful, e.g., in eliciting an immune response (e.g.,
for antibody generation; see below) or endoplasmic reticulum
or Golgi apparatus retention signals. Heterologous sequences
can be of varying length and in some cases can be a longer
sequences than the full-length target proteins to which the
heterologous sequences are attached.

A “fragment” as used herein, refers to a segment of the
polypeptide that is shorter than a full-length, immature pro-
tein. Fragments of a protein can have terminal (carboxy or
amino-terminal) and/or internal deletions. Generally, frag-
ments of a protein will be at least four (e.g., at least five, at
least six, at least seven, at least eight, at least nine, at least 10,
atleast 12, atleast 15, atleast 18, atleast 25, atleast 30, at least
35, at least 40, at least 50, at least 60, at least 65, at least 70,
at least 75, at least 80, at least 85, at least 90, or at least 100 or
more) amino acids in length.

Biologically active fragments or biologically active vari-
ants of the target proteins or proteins having N-glycosylation
activity have at least 25% (e.g., at least: 30%; 40%; 50%;
60%; 70%; 75%; 80%; 85%; 90%; 95%; 97%; 98%; 99%;
99.5%, or 100% or even greater) of the activity of the wild-
type, full-length, mature protein. In the case of a target pro-
tein, the relevant activity is the ability of the target protein to
undergo altered N-glycosylation in a genetically engineered
cell. In the case of a protein having N-glycosylation activity,
the relevant activity is N-glycosylation activity.

Depending on their intended use, the proteins, biologically
active fragments, or biologically active variants thereof can
be of any species, such as, e.g., fungus (including yeast),
nematode, insect, plant, bird, reptile, or mammal (e.g., a
mouse, rat, rabbit, hamster, gerbil, dog, cat, goat, pig, cow,
horse, whale, monkey, or human). In some embodiments,
biologically active fragments or biologically active variants
include immunogenic and antigenic fragments of the pro-
teins. An immunogenic fragment is one that has at least 25%
(e.g., at least: 30%; 40%; 50%; 60%; 70%; 75%; 80%; 85%;
90%; 95%; 97%; 98%; 99%; 99.5%, or 100% or even more)
of the ability of the relevant full-length, immature protein to
stimulate an immune response (e.g., an antibody response or
a cellular immune response) in an animal of interest. An
antigenic fragment of a protein is one having at least 25%
(e.g., at least: 30%; 40%; 50%; 60%; 70%; 75%; 80%; 85%;
90%:; 95%; 97%; 98%; 99%; 99.5%, or 100% or even greater)
of the ability of the relevant full-length, immature protein to
be recognized by an antibody specific for the protein or a T
cell specific to the protein.

“N-glycosylation activity” as used herein refers to any
activity that is (i) capable of adding N-linked glycans to a
target molecule (i.e., an oligosaccharyltransferase activity);
(i1) removing N-linked glycans from a target molecule, (iii)
modifying one or more N-linked glycans on a target mol-
ecule, (iv) modifying dolichol-linked oligosaccharides; or (v)
is capable of aiding the activity of the activities under (i-iv).
As such, N-glycosylation activity includes, e.g., N-glycosi-
dase activity, glycosidase activity, glycosyltransferase activ-
ity, sugar nucleotide synthesis, modification, or transporter
activity. Modification of one or more N-linked glycans on a
target molecule includes the action of a mannosylphospho-
ryltransferase activity, a kinase activity, or a phosphatase
activity, e.g., a mannosylphosphoryltransferase, akinase, or a
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phosphatase activity that alters the phosphorylation state of
N-linked glycans on target molecules.

As used herein, to “genetically engineer” a cell or a
“genetically engineered cell” and like terminology refers to
any artificially created genetic alteration of a cell that results
in at least one modified N-glycosylation activity in the cell as
compared to a non-genetically engineered cell (e.g., a fungal
cell such as Yarrowia lipolytica cell, Arxula adeninivorans
cell, or other related species dimorphic yeast cell, a plant cell,
or an animal cell (e.g., a mammalian cell such as a human
cell)). Thus, it is understood that artificially created genetic
alterations do not include, e.g., spontaneous mutations.
Examples of artificial genetic alterations are described below
(see “Genetically Engineered Cells™).

Asused herein, the term “wild-type” as applied to a nucleic
acid or polypeptide refers to a nucleic acid or a polypeptide
that occurs in, or is produced by, respectively, a biological
organism as that biological organism exists in nature.

The term “heterologous” as applied herein to a nucleic acid
in a host cell or a polypeptide produced by a host cell refers to
any nucleic acid or polypeptide (e.g., an protein having
N-glycosylation activity) that is not derived from a cell of the
same species as the host cell. Accordingly, as used herein,
“homologous” nucleic acids, or proteins, are those that occur
in, or are produced by, a cell of the same species as the host
cell.

The term “exogenous” as used herein with reference to
nucleic acid and a particular host cell refers to any nucleic
acid that does not occur in (and cannot be obtained from) that
particular cell as found in nature. Thus, a non-naturally-oc-
curring nucleic acid is considered to be exogenous to a host
cell once introduced into the host cell. It is important to note
that non-naturally-occurring nucleic acids can contain
nucleic acid subsequences or fragments of nucleic acid
sequences that are found in nature provided that the nucleic
acid as a whole does not exist in nature. For example, a
nucleic acid molecule containing a genomic DNA sequence
within an expression vector is non-naturally-occurring
nucleic acid, and thus is exogenous to a host cell once intro-
duced into the host cell, since that nucleic acid molecule as a
whole (genomic DNA plus vector DNA) does not exist in
nature. Thus, any vector, autonomously replicating plasmid,
orvirus (e.g., retrovirus, adenovirus, or herpes virus) that as a
whole does not exist in nature is considered to be non-natu-
rally-occurring nucleic acid. It follows that genomic DNA
fragments produced by PCR or restriction endonuclease
treatment as well as cDNAs are considered to be non-natu-
rally-occurring nucleic acid since they exist as separate mol-
ecules not found in nature. [t also follows that any nucleic acid
containing a promoter sequence and polypeptide-encoding
sequence (e.g., cDNA or genomic DNA) in an arrangement
not found in nature is non-naturally-occurring nucleic acid. A
nucleic acid that is naturally-occurring can be exogenous to a
particular cell. For example, an entire chromosome isolated
from a cell of yeast x is an exogenous nucleic acid with
respect to a cell of yeast y once that chromosome is intro-
duced into a cell of yeast y.

It will be clear from the above that “exogenous” nucleic
acids can be “homologous” or “heterologous” nucleic acids.
In contrast, the term “endogenous” as used herein with refer-
ence to nucleic acids or genes (or proteins encoded by the
nucleic acids or genes) and a particular cell refers to any
nucleic acid or gene that does occur in (and can be obtained
from) that particular cell as found in nature.

As an illustration of the above concepts, an expression
plasmid encoding a Y. lipolytica ALG6 protein that is trans-
formed into a ¥. lipolytica cell is, with respect to that cell, an
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exogenous nucleic acid. However, the ALG6 protein coding
sequence and the ALG6 protein produced by it are homolo-
gous with respect to the cell. Similarly, an expression plasmid
encoding a Arxula adeninivorans ALG6 protein that is trans-
formed into a ¥. lipolytica cell is, with respect to that cell, an
exogenous nucleic acid. In contrast with the previous
example, however, the ALLG6 protein coding sequence and
the ALLG6 protein produced by it are heterologous with
respect to the cell.

Asusedherein, a “promoter” refers to a DNA sequence that
enables a gene to be transcribed. The promoter is recognized
by RNA polymerase, which then initiates transcription. Thus,
a promoter contains a DNA sequence that is either bound
directly by, or is involved in the recruitment, of RNA poly-
merase. A promoter sequence can also include “enhancer
regions,” which are one or more regions of DNA that can be
bound with proteins (namely, the trans-acting factors, much
like a set of transcription factors) to enhance transcription
levels of genes (hence the name) in a gene-cluster. The
enhancer, while typically at the 5' end of a coding region, can
also be separate from a promoter sequence and can be, e.g.,
within an intronic region of a gene or 3' to the coding region
of the gene.

As used herein, “operably linked” means incorporated into
a genetic construct so that expression control sequences
effectively control expression of a coding sequence of inter-
est.

Variants of any of the nucleic acid sequences described
herein (e.g., the HAC1 sequences as depicted in SEQ ID
NO:1 or SEQ ID NO:2) can have a sequence that is homolo-
gous, e.g., a sequence bearing at least about 70% (e.g., at least
about 75%, at least about 80%, at least about 85%, at least
about 90%, atleast about 95%, or at least about 99%) homolo-
gous (identical) to the wild-type nucleic acid sequence. Such
wild-type sequences can be isolated from nature or can be
produced by recombinant or synthetic methods. Thus a wild-
type sequence nucleic acid can have the nucleic acid sequence
of naturally occurring human nucleic acid sequences, mon-
key nucleic acid sequences, murine nucleic acid sequences, or
any other species that contains a homologue of the wild-type
nucleic acid of interest. As used herein, a “homologous” or
“homologous nucleic acid sequence” or similar term, refers to
sequences characterized by homology at the nucleotide level
of at least a specified percentage and is used interchangeably
with sequence identity.

Percent homology or identity can be determined by, for
example, the Gap program (Wisconsin Sequence Analysis
Package, Version 8 for UNIX, Genetics Computer Group,
University Research Park, Madison, Wis.), using default set-
tings, which uses the algorithm of Smith and Waterman
((1981) Adv. Appl. Math. 2:482-489). In some embodiments,
homology between a probe and target (see below) is between
about 50% to about 60%. In some embodiments, homology
between a probe and target nucleic acid is between about 55%
to 65%, between about 65% to 75%, between about 70% to
80%, between about 75% and 85%, between about 80% and
90%, between about 85% and 95%, or between about 90%
and 100%.

The term “probe,” as used herein, refers to nucleic acid
sequences of variable length. In some embodiments, probes
comprise at least 10 and as many as 6,000 nucleotides. In
some embodiments probes comprise at least 12, at lease 14, at
least 16, atleast 18, at least 20, atleast 25, at least 50 or at least
75 or 100 contiguous nucleotides. Longer length probes are
usually obtained from natural or recombinant sources (as
opposed to direct, chemical synthesis), are highly specific to
the target sequence, and are much slower to hybridize to the
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target than longer oligomers. Probes can be single or double
stranded nucleic acid molecules.

In some embodiments, a variant nucleic acid described
herein can have a sequence comprising one or both strands
with partial complementary (e.g., at least 50%, at least 60%,
at least 70%, at least 80%, at least 90%, at least 95%, at least
96%, at least 97%, atleast 98%, at least 99% complementary)
to a region, portion, domain, or segment of the wild-type
nucleic acid of interest (e.g., the HACI nucleic acid
sequences as depicted in SEQ ID NO:1 or SEQ ID NO:2). In
some embodiments, a variant nucleic acid sequence of inter-
est can have a sequence comprising one or both strands with
full complementary (i.e., 100% complementary) to a region,
portion, domain, or segment of the wild-type nucleic acid
sequence. Sequence “complementarity” refers to the chemi-
cal affinity between specific nitrogenous bases as a result of
their hydrogen bonding properties (i.e., the property of two
nucleic acid chains having base sequences such that an anti-
parallel duplex can form where the adenines and uracils (or
thymine, in the case of DNA or modified RNA) are apposed to
each other, and the guanines and cytosines are apposed to
each other). Fully complementary sequences, thus, would be
two sequences that have complete one-to-one correspon-
dence (i.e., adenine to uracil/thymidine and guanine to
cytosine) of the base sequences when the nucleotide
sequences form an antiparallel duplex.

Hybridization can also be used as a measure of homology
between two nucleic acid sequences. A nucleic acid sequence
described herein, or a fragment or variant thereof, can be used
as a hybridization probe according to standard hybridization
techniques. The hybridization of a certain probe of interest
(e.g., aprobe of a HACI nucleotide sequence, e.g., the HAC1
nucleotide sequences as depicted in SEQ ID NOS:1 or 2) to
DNA or RNA from a test source (e.g., a eukaryotic cell) is an
indication of the presence of DNA or RNA (e.g., a HAC1
nucleotide sequence) corresponding to the probe in the test
source. Hybridization conditions are known to those skilled
in the art and can be found in Current Protocols in Molecular
Biology, John Wiley & Sons, N.Y., 6.3.1-6.3.6, 1991. Mod-
erate hybridization conditions are defined as equivalent to
hybridization in 2x sodium chloride/sodium citrate (SSC) at
30° C., followed by a wash in 1xSSC, 0.1% SDS at 50° C.
Highly stringent conditions are defined as equivalent to
hybridization in 6x sodium chloride/sodium citrate (SSC) at
45° C., followed by a wash in 0.2xSSC, 0.1% SDS at 65° C.

Unless otherwise defined, all technical and scientific terms
used herein have the same meaning as commonly understood
by one of ordinary skill in the art to which this invention
belongs. Although methods and materials similar or equiva-
lent to those described herein can be used in the practice or
testing of the present invention, the exemplary methods and
materials are described below. All publications, patent appli-
cations, patents, Genbank® Accession Nos, and other refer-
ences mentioned herein are incorporated by reference in their
entirety. In case of conflict, the present application, including
definitions, will control. The materials, methods, and
examples are illustrative only and not intended to be limiting.

Other features and advantages of the invention, e.g., meth-
ods of producing altered N-glycosylation molecules, will be
apparent from the following detailed description, and from
the claims.

BRIEF DESCRIPTION OF THE DRAWINGS

FIG. 1 is a schematic diagram depicting N-glycan precur-
sor synthesis at the yeast endoplasmic reticulum. Genes
whose encoded protein has an activity mediating the indi-
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cated enzymatic conversions are in shaded boxes (e.g.,
ALG7; upper left). “UDP” and “UMP” refer to uridine
diphosphate and uridine monophosphate, respectively.
“GDP” and “GMP” refer to guanosine diphosphate and gua-
nosine monophosphate respectively. “Gn” refers to N-acetyl-
glucosamine. “M” refers to monomeric mannose, G refers to
glucose, Pi refers to phosphate

FIG. 2 is a schematic diagram depicting N-glycan process-
ing in the yeast endoplasmic reticulum.

FIG. 3 is a schematic diagram depicting N-glycan process-
ing in the S. cerevisiae Golgi apparatus. Genes whose
encoded protein has an activity mediating the indicated enzy-
matic conversions are in shaded boxes (e.g., OCHI1; middle
left).

FIGS. 4A and 4B are a schematic diagrams depicting the
structure of the various N-glycan structures described herein.

FIGS. 5A-5E are schematic diagrams depicting the cloning
strategy for OCH1 gene disruption in Yarrowia lipolytica.
“PCR” refers to polymerase chain reaction.

FIGS. 6A and 6B are schematic diagrams depicting the
cloning strategy for MNN9 gene disruption fragment. “PCR”
refers to polymerase chain reaction.

FIG. 7 is a series of electroferograms depicting N-glycan
analysis of mannoproteins obtained from wild-type Yarrowia
lipolytica cells or glycosylation mutant (e.g., Aochl cI9,
Amnn9 1 and Aochl Amnn9) cells and MTLY 60 strain cells.
In some cases, the N-glycans were further treated with at-1,2
mannosidase. Analysis was performed using DNA
sequencer-assisted, fluorophore-assisted carbohydrate elec-
trophoresis (DSA-FACE). “M5,” “M6,” “M7,” “M8,” and
“M9,” “refer to the number of mannose residues conjugated
to the base N-acetylglucosamine structure. The Y-axis repre-
sents the relative fluorescence units as an indication of the
amount of each of the mannose structures. The X-axis repre-
sents the relative mobility of each complex mannose structure
through a gel. The top electroferogram is an analysis of oli-
gomaltose for use as a mobility standard.

FIGS. 8A-8E are schematic diagrams depicting the cloning
strategy for S. cerevisiae MNS1 expression vector. “PCR”
refers to polymerase chain reaction.

FIG. 9 is a series of electroferograms depicting N-glycan
analysis of secreted glycoproteins obtained from MTLY 60
cells expressing wild-type (WT) Mnslp or various mutant
forms (i.e., R273G, R273L, or R269S/S272G/R273L) of
Mnslp as indicated. Analysis was performed using DSA-
FACE. “M5,” “M6,” “M7,” “M8,” “M9,” “refers to the num-
ber of mannose residues conjugated to the base N-acetylglu-
cosamine structure. The Y-axis represents the relative
fluorescence units as an indication of the amount of each of
the mannose structures. The X-axis represents the relative
mobility of each complex mannose structure through a gel.
Thetop electroferogram is an analysis of oligomaltose foruse
as a mobility standard.

FIG. 10 is a schematic diagram depicting the cloning strat-
egy for an MNN4 expression vector.

FIG. 11 is a series of electroferograms depicting N-glycan
analysis of secreted glycoproteins obtained from wild-type
MTLY60 cells or glycosylation mutant cells as indicated.
Analysis was performed using DSA-FACE. “M5,” “M6,”
“M7. “M8,” “M9,” refers to the number of mannose residues
conjugated to the chitobiose core structure. “P” refers to
mannoproteins containing one phosphate residue and “PP”
refers to mannoproteins containing two phosphate residues.
The Y-axis represents the relative fluorescence units as an
indication of the amount of each of the mannose structures.
The X-axis represents the relative mobility of each complex
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mannose structure through a gel. The top electroferogram is
an analysis of oligomaltose for use as a mobility standard.

FIGS. 12A-12H are schematic diagrams depicting the
cloning strategy for an o-galactosidase expression vector.
The nucleotide sequences set forth in SEQ ID NOs:76-81 are
the oligonucleotides used in the cloning strategy in FIGS.
12A,12C, and 12E.

FIG. 13 is a series of electroferograms depicting N-glycan
analysis of mannoproteins and phosphomannoproteins
obtained from wild-type MTLY 60 cells or various clones of
glycosylation mutant cells as indicated. “alg3” indicates that
the cell is an ALG3 knockout. “ALG6 overexpression” indi-
cates that the protein product of AL.G6 is overexpressed in the
cell. Analysis was performed using DSA-FACE. “M5,” “M6,”
“M7) “M8,” and “M9,”” refer to the number of mannose
residues conjugated to the base N-acetylglucosamine struc-
ture. The Y-axis represents the relative fluorescence units as
an indication of the amount of each of the mannose structures.
The X-axis represents the relative mobility of each complex
mannose structure through a polyacrylamide gel. The top
electroferogram is an analysis of oligomaltose for use as a
mobility standard.

FIG. 14 is a series of electroferograms depicting N-glycan
analysis of mannoproteins and phosphomannoproteins
obtained from wild-type MTLY 60 cells or various clones of
glycosylation mutant cells as indicated. “alg3” indicates that
the cell is an ALG3 knockout. “ALG6 overexpression” indi-
cates that the protein product of AL.G6 is overexpressed in the
cell. One peak runs at the same position as MansGlecNAc, of
the RNaseB marker and shifts with two glucose-units after
a-1,2-mannosidase treatment and with 4 glucose-units after
alpha-mannosidase (JB) digest. This fits with a
Man,GlcNAc, structure as expected. The additional two
peaks run at a distance of about one and two glyco-units and
are not affected by a-1,2-mannosidase digestion. Both peaks
shift one glucose-unit upon a-mannosidase (JB) digestion.
Minor shifts are due to the higher salt concentrations of the
added enzymes, e.g. JB mannosidase. Analysis was per-
formed using DSA-FACE. “M5,” “M6,” “M7,” “M8,” and
“M9,” refer to the number of mannose residues conjugated to
the chitobiose core structure. The Y-axis represents the rela-
tive fluorescence units as an indication of the amount of each
of the mannose structures. The X-axis represents the relative
mobility of each complex mannose structure through a gel.
Thetop electroferogram is an analysis of oligomaltose foruse
as a mobility standard.

FIG. 15 is a sequence alignment of an isolated DNA frag-
ment (SEQ ID NO:1) sequence obtained from the unfolded
protein response (UPR)-induced strain Yarrowia lipolytica
with a genomic HAC1 DNA sequence (SEQ ID NO:5). The
boxed sequence corresponds to the non-conventionally
spliced intron.

FIG. 16 is a series of sequence alignments of the predicted
5'(top) and 3' (bottom) splice sites of Pichia pastoris (SEQ ID
NO:70 and SEQ ID NO:72) and Saccharomyces cerevisiae
(SEQ ID NO: 71 and SEQ ID NO:73). Nucleotides in bold
underlined are present in the loop structure.

FIGS. 17A and 17B are two partial views of a sequence
alignment of the HAC1 ¢DNA obtained from DTT-induced
(D (SEQ ID NO:2) and non-induced (NI) (SEQ ID NO:6)
Pichia pastoris cultures.

FIG. 18 is a sequence alignment of the 18 amino acid
C-terminal regions of Pichia pastoris (SEQ ID NO:74) and
Saccharomyces cerevisiae (SEQ 1D NO:75). Conserved
amino acids are in bold and underlined.

FIG. 19 is a bar graph depicting the comparison of the
relative expression levels of KAR2 mRNA. Clones 3, 4, and
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5 (Pichia pastoris GSMS cells) were grown on methanol as
carbon source. “3+,” “4+,” and “5+” refer to the respective
clones grown on methanol as carbon source, whereas “3-,”
“4- and “5-" refer to the respective clones grown on glu-
cose as carbon source. The Y-axis represents the relative
expression of the KAR2 gene using real-time PCR.

FIG. 20 is a bar graph depicting the relative expression
level of Kar2 and HAC1 mRNA in two Pichia pastoris clones
(clone 6 and 8). “6+” and “8+" refer to the respective clones
grown on methanol as carbon source, whereas “6-"" and “8-"
refer to the respective clones grown on glucose as carbon
source. The Y-axis represents the relative expression of the
KAR?2 gene using real-time PCR.

FIG. 21 is a schematic diagram depicting the cloning strat-
egy for a YIMNNG expression vector.

FIG. 22 is a series of electroferograms depicting N-glycan
analysis of glycoproteins obtained from Aochl Y. lipolytica
cells, alone, or various clones (23, 74,75,US5, U6, and U8) of
Aochl Y. lipolytica expressing YIMNNG as indicated. Analy-
sis was performed using DSA-FACE. The Y-axis represents
the relative fluorescence units as an indication of the amount
of each of the mannose structures. The X-axis represents the
relative mobility of each complex mannose structure through
a gel. The top electroferogram is an analysis of oligomaltose
for use as a mobility standard.

FIG. 23 is a schematic diagram depicting the cloning strat-
egy for an MFManHDEL expression vector.

FIG. 24 is a series of electroferograms depicting N-glycan
analysis of glycoproteins obtained from Aochl Y. lipolytica
cells, alone, or various clones (9, 11, 10, 3, 5, and 6) of Aochl
Y lipolytica expressing MFManHDEL as indicated. Analysis
was performed using DSA-FACE. The Y-axis represents the
relative fluorescence units as an indication of the amount of
each of the mannose structures. The X-axis represents the
relative mobility of each complex mannose structure through
a gel. The top electroferogram is an analysis of oligomaltose
for use as a mobility standard.

FIGS. 25A and 25B are schematic diagrams depicting the
cloning strategy for an LIP2preManHDEL expression vector.

FIG. 26 is a series of electroferograms depicting N-glycan
analysis of glycoproteins obtained from Aochl Y. lipolytica
cells, alone, or various clones (1, 5, 10, and 11) of Aochl Y.
lipolytica expressing LIP2ManHDEL as indicated. Analysis
was performed using DSA-FACE. “M5,” “M$,” “M7,” “M8,”
and “M9,” refer to the number of mannose residues conju-
gated to the chitobiose core structure. The Y-axis represents
the relative fluorescence units as an indication of the amount
of each of the mannose structures. The X-axis represents the
relative mobility of each complex mannose structure through
a gel. The top electroferogram is an analysis of oligomaltose
for use as a mobility standard.

FIGS. 27A and 27B are amino acid sequences of HAC1
proteins of Yarrowia lipolytica (F1G.27A; SEQIDNO:3)and
Pichia pastoris (F1G. 27B; SEQ ID NO:4).

FIG. 28 is a photograph of a Coomassie blue stained poly-
acrylamide gel depicting the results of Lip2p overexpression
in various Yarrowia lipolytica cell MTLY 60, MTLY 60Aalg3
and MTLY 60Aalg3 ALG6) cultures. The following samples
were resolved in the gel: Lane 1 (“ladder”), a combination of
proteins of known molecular weight; Lane 2 (“WT”), Lip2p
protein obtained from WT Yarrowia lipolytica cells
(MTLY60) overexpressing Lip2p; Lane 3 (“WT+PGase F”),
Lip2p protein obtained from WT Yarrowia lipolytica cells
overexpressing Lip2p and treated with PNGase F enzyme;
Lane 4 (“alg3-ALG6™), Lip2p protein obtained from Yar-
rowia cells deficient in alg3 and overexpressing both Lip2p
and ALG6 (MTLY60Aalg3ALG6); Lane 5 (“alg3-ALG6+
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PNGase F”), Lip2p protein obtained from Yarrowia cells
deficient in alg3 and overexpressing both Lip2p and ALG6
(MTLY60Aalg3 ALG6) and treated with PNGase F enzyme;
Lane 6 (“alg3™), Lip2p protein obtained from Yarrowia
lipolytica cells deficient in alg3 and overexpressing Lip2p
(MTLY60Aalg3); Lane 7 (“alg3+PNGase F), Lip2p protein
obtained from Yarrowia lipolytica cells deficient in alg3 and
overexpressing Lip2p (MTLY 60Aalg3) treated with PNGase
F enzyme; Lane 8 (“WT without Lip2p overexpression”),
protein obtained from MTLY 60 cells; and Lane 9 (“WT with-
out Lip2p overexpression+PNGase F”), protein obtained
from MTLY60 cells and treated with PNGase F enzyme.

FIG. 29 is a series of electroferograms depicting N-glycan
analysis of glycoproteins obtained from various Yarrowia
lipolytica cells (WT (MTLY 60); Aalg3; Aalg3 ALG6 overex-
pressing; and clones of Aalg3 overexpressing ALG6 along
with the alpha subunit of glucosidase Il from ¥. /ipolytica (Y1)
or Typanosoma brucei (Tb)) as indicated. Analysis was per-
formed using DSA-FACE. “M5,” “M6,” “M7,” “M8,” and
“M9,” refer to the number of mannose residues conjugated to
the chitobiose core structure. The Y-axis represents the rela-
tive fluorescence units as an indication of the amount of each
of the mannose structures. The X-axis represents the relative
mobility of each complex mannose structure through a gel.
Thetop electroferogram is an analysis of oligomaltose foruse
as a mobility standard. The bottom electroferogram is an
analysis of RNAse B.

FIG. 30 is a series of electroferograms depicting N-glycan
analysis of glycoproteins obtained from various Yarrowia
lipolytica cells (Aalg3; Aalg3 ALG6 overexpressing; and
clones of Aalg3 overexpressing ALG6 along with the alpha
subunit of glucosidase II from Y. lipolytica (Y1) containing an
HDEL sequence as indicated. Analysis was performed using
DSA-FACE. The Y-axis represents the relative fluorescence
units as an indication of the amount of each of the mannose
structures. The X-axis represents the relative mobility of each
complex mannose structure through a gel.

FIG. 31 is a series of electroferograms depicting N-glycan
analysis of glycoproteins obtained from various Yarrowia
lipolytica cells (Aalg3; Aalg3 ALG6 overexpressing; and
clones of Aalg3 overexpressing ALG6 along with the alpha
subunit of glucosidase I1 from Trypanosoma brucei (Tb) con-
taining an HDEL sequence) as indicated. Analysis was per-
formed using DSA-FACE. The Y-axis represents the relative
fluorescence units as an indication of the amount of each of
the mannose structures. The X-axis represents the relative
mobility of each complex mannose structure through a gel.

FIG. 32 is a series of electroferograms depicting N-glycan
analysis of glycoproteins obtained from alg3 AL.G6 Yarrowia
lipolytica cells treated in vitro with different concentrations
of mutanase as indicated. Analysis was performed using
DSA-FACE. The Y-axis represents the relative fluorescence
units as an indication of the amount of each of the mannose
structures. The X-axis represents the relative mobility of each
complex mannose structure through a gel. The top electrof-
erogram is an analysis of oligomaltose for use as a mobility
standard. The bottom electroferogram is an analysis of
RNAse B.

FIG. 33 is a series of electroferograms depicting N-glycan
analysis of glycoproteins obtained from various Yarrowia
lipolytica cells (Aalg3; Aalg3 ALG6 overexpressing; and
clones of Aalg3 overexpressing ALG6 along with the alpha
subunit of glucosidase II from Y. /ipolytica (Y.1.) and the beta
subunit of glucosidase II from Y.1. expressed under the control
of Hp4d or TEF promoters) as indicated. The Y-axis repre-
sents the relative fluorescence units as an indication of the
amount of each of the mannose structures. The X-axis repre-
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sents the relative mobility of each complex mannose structure
through a gel. The top electroferogram is an analysis of oli-
gomaltose for use as a mobility standard. The bottom elec-
troferogram is an analysis of RNAse B.

FIG. 34 is a series of electroferograms depicting N-glycan
analysis of glycoproteins obtained from various Yarrowia
lipolytica cells (Aalg3 ALG6 overexpressing; and clones of
Aalg3 overexpressing ALLG6 along with the HDEL-contain-
ing alpha subunit of glucosidase I1 from Y. /ipolytica (Y.1.) and
the beta subunit of glucosidase II from Y.1. expressed under
the control of Hp4d or TEF promoters) as indicated. Analysis
was performed using DSA-FACE. The Y-axis represents the
relative fluorescence units as an indication of the amount of
each of the mannose structures. The X-axis represents the
relative mobility of each complex mannose structure through
a gel. The top electroferogram is an analysis of oligomaltose
for use as a mobility standard. The bottom electroferogram is
an analysis of RNAse B.

FIG. 35 is a series of electroferograms depicting N-glycan
analysis of glycoproteins obtained from various Yarrowia
lipolytica cells (Aalg3 and clones of Aalg3 overexpressing the
alpha subunit of glucosidase I from Y. /ipolytica (Y1.) and the
beta subunit of glucosidase II from Y.1. expressed under the
control of a TEF promoter) as indicated. The Y-axis repre-
sents the relative fluorescence units as an indication of the
amount of each of the mannose structures. The X-axis repre-
sents the relative mobility of each complex mannose structure
through a gel. The top electroferogram is an analysis of oli-
gomaltose for use as a mobility standard. The bottom elec-
troferogram is an analysis of RNAse B.

FIGS. 36A and 36B is the depiction of a nucleotide
sequence of a cDNA encoding a mature form of Aspergillus
niger (lacking signal peptide) glucosidase II a, which is
codon-optimized cDNA for expression in Yarrowia lipoly-
tica. (SEQ ID NO:7).

FIG. 37 is the depiction of a nucleotide sequence of a
c¢DNA encoding a mature form of Aspergillus niger (lacking
signal peptide) glucosidase II 3, which is codon-optimized
c¢DNA for expression in Yarrowia lipolytica. (SEQ ID NO:8).

FIG. 38 is a series of electroferograms depicting N-glycan
analysis of glycoproteins obtained from various Yarrowia
lipolytica cells (Aalg3 and ALG6 overexpressing along with
the alpha subunit of glucosidase 11 from Aspergillus niger
(An) expressed under the control of a TEF or hp4d promoter)
as indicated. The Y-axis represents the relative fluorescence
units as an indication of the amount of each of the mannose
structures. The X-axis represents the relative mobility of each
complex mannose structure through a gel. The top electrof-
erogram is an analysis of oligomaltose for use as a mobility
standard. The bottom electroferogram is an analysis of
RNAse B.

FIGS. 39A and 39B are a pair of bar graphs depicting the
relative expression level (Y-axis) of the HAC1 (39A) or KAR
(39B) gene in WT (MTLY60) Yarrowia lipolytica cells or in
two clones (clone 7 and clone 2) of Yarrowia lipolytica cells
containing a spliced form of HAC1 cDNA under the expres-
sion control of the hp4d promoter.

FIG. 40 is line graph depicting the growth of wild type
Pichia pastoris GS115 cells transformed with an empty vec-
tor as compared to the growth of Pichia pastoris GS115 cells
expressing the Haclp protein.

FIG. 41 is a photograph of a Coomassie blue stained poly-
acrylamide gel comparing the expression level of the murine
IL-10 (mIL-10) protein from a culture of Pickia pastoris
GS115 cell cells expressing mIIL-10 protein with the expres-
sion of the mI[L-10 protein obtained from a culture of GS115
cells expressing mIl.-10 and the spliced HACI1 protein from
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Pichia pastoris under the control of an inducible promoter,
AOX1. The following samples were resolved in the gel: Lane
1 (“ladder”), a combination of proteins of known molecular
weight; Lane 2 (“Reference”), protein obtained from the ref-
erence mlL-10 expressing Pichia pastoris strain (GS115);
Lane 3 (“Reference”), protein obtained from the reference
mllL-10 expressing Pichia pastoris strain after PNGase F
enzyme treatment of the proteins; Lane 4 (“Clone 1”), protein
obtained from a mlL-10 expressing Pichia pastoris cells
inducibly expressing HAC1 protein; Lane 5 (“Clone 17),
protein obtained from a mILL-10 expressing Pichia pastoris
cells inducibly expressing HAC1 protein after treatment of
the protein with PNGase F enzyme; Lane 6 (“Clone 27),
protein obtained from a mILL-10 expressing Pichia pastoris
cells inducibly expressing HAC1 protein 1; Lane 7 (“Clone
2”), protein obtained from a mIL-10 expressing Pichia pas-
toris cells inducibly expressing HAC1 protein after treatment
of the proteins with PNGase F enzyme.

FIG. 42 is the depiction of a nucleotide sequence of an
exemplary cDNA sequence encoding a Trichoderma reesei
a-1,2 mannosidase, codon optimized for expression in Yar-
rowia lipolytica (SEQ ID NO:9) containing the LIP2 pre
signal sequence.

FIG. 43 is the depiction of a nucleotide sequence of an
exemplary nucleotide sequence for the GAP promoter of
Yarrowia lipolytica. (SEQ 1D NO:10).

FIGS. 44 A-44C are the depiction of a nucleotide sequence
of an exemplary nucleic acid sequence (SEQ ID NO:11) for
the expression vector pYLHUXdL2preManHDEL, which
contains a cDNA sequence encoding a Trichoderma reesei
a-1,2 mannosidase, codon optimized for expression in Yar-
rowia lipolytica and containing the LIP2 pre signal sequence.

FIGS. 45A-45C are the depiction of a nucleotide sequence
of an exemplary nucleic acid sequence (SEQ ID NO:12) for
the expression vector pYLGUXdL2preManHDEL, which
contains a cDNA sequence encoding a Trichoderma reesei
a-1,2 mannosidase, codon optimized for expression in Yar-
rowia lipolytica and containing the LIP2 pre signal sequence.

FIGS. 46 A-46C are the depiction of a nucleotide sequence
of an exemplary nucleic acid sequence (SEQ ID NO:13) for
the expression vector pYLPUXdL2preManHDEL, which
contains a cDNA sequence encoding a Trichoderma reesei
a-1,2 mannosidase, codon optimized for expression in Yar-
rowia lipolytica and containing the LIP2 pre signal sequence.

FIGS. 47A-47C are the depiction of a nucleotide sequence
of an exemplary nucleic acid sequence (SEQ ID NO:14) for
the expression vector pYLTUXdL2preManHDEL, which
contains a cDNA sequence encoding a Trichoderma reesei
a-1,2 mannosidase, codon optimized for expression in Yar-
rowia lipolytica and containing the LIP2 pre signal sequence.

FIG. 48 is a series of electroferograms depicting N-glycan
analysis of glycoproteins obtained from Yarrowia lipolytica
cells transformed with different expression vectors as indi-
cated: “hp4dl.2ManHDEL” (pYLHUXdL.2preManHDEL,
FIGS. 44A-44C), “GAPL2ManHDEL”
(pYLGUXdL2preManHDEL, FIGS. 45A-45C);
“TEF1L2ManHDEL” (pYLTUXdL2preManHDEL, FIGS.
47A-47C). The Y-axis represents the relative fluorescence
units as an indication of the amount of each of the mannose
structures. The X-axis represents the relative mobility of each
complex mannose structure through a gel. The top electrof-
erogram is an analysis of dextran for use as a mobility stan-
dard. The second electroferogram in the series is an analysis
of RNAse B.

FIG. 49 is a series of electroferograms depicting N-glycan
analysis of glycoproteins obtained from Yarrowia lipolytica
MTLY60 Aochl cells containing a stably integrated expres-
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sion vector pYLTUXdL2preManHDEL (FIGS. 47A-47C).
Glycoprotein samples were obtained from cell cultures at 24,
48,72, and 96 hours. The top electroferogram is an analysis of
dextran for use as a mobility standard. The second electrof-
erogram in the series is an analysis of RNAse B.

FIG. 50 is an exemplary nucleic acid sequence for human
glucocerebrosidase (GLCM, Swiss Prot entry nr: P04062;
SEQ ID NO:15), which was chemically synthesized as a
codon-optimized cDNA for expression in Yarrowia lipoly-
tica.

FIG. 51 is a photograph of an immunoblot depicting the
mobility pattern of human glucocerebrosidase expressed in
Yarrowia lipolytica strains MTLY 60 (W'T; lanes 4 and 6) and
MTLY60Aochl (Aochl; first three lanes). The molecular
weight (kDa) of the proteins is depicted, by way of molecular
weight markers, at the far right of the immunoblot.

FIG. 52 is an exemplary nucleic acid sequence for human
erythropoietin (Epo, Swiss Prot entry nr: P0O1588; SEQ ID
NO:16), which was chemically synthesized as a codon-opti-
mized cDNA for expression in Yarrowia lipolytica.

FIG. 53 is an exemplary nucleic acid sequence for human
a-galactosidase A (AGAL, Swiss Protentry nr: P06280; SEQ
ID NO:17), which was chemically synthesized as a codon-
optimized cDNA for expression in Yarrowia lipolytica.

FIG. 54 is a series of electron micrographs of wild type
Pichia pastoris cells or Pichia pastoris cells overexpressing
the spliced form of Hac1p protein. Discrete regions of stacked
lipid membranes in the cells are boxed.

FIG. 55 is a series of electroferograms depicting N-glycan
analysis of glycoproteins obtained from WT Yarrowia lipoly-
tica cells (poll d) and Yarrowia lipolytica cells expressing a
fusion protein of alpha-1,2-mannosidase and a HDEL
sequence as indicated. Analysis was performed using DSA-
FACE. “M5,” “M6,” “M7,” “M8,” and “M9,” refer to the
number of mannose residues conjugated to the chitobiose
core structure. The Y-axis represents the relative fluorescence
units as an indication of the amount of each of the mannose
structures. The X-axis represents the relative mobility of each
complex mannose structure through a gel. The top electrof-
erogram is an analysis of RNAse B. The bottom electrofero-
gram is an analysis of oligomaltose for use as a mobility
standard.

DETAILED DESCRIPTION

The methods and genetically engineered cells described
herein can be used to produce target molecules (e.g., target
protein or target dolichol) having an altered N-glycosylation
form as compared to the N-glycosylation form of the target
molecules produced in non-genetically engineered cells.
Administration of glycosylated target molecules (e.g., glyco-
sylated proteins) to patients having metabolic disorders (e.g.,
lysosomal storage disorders) has been shown to ameliorate
the symptoms of the disorders. Thus, the methods and cells
described are useful for the preparation of altered N-glyco-
sylated target molecules for, inter alia, the treatment of meta-
bolic disorders such as lysosomal storage disorders. Such
altered N-glycosylation molecules are also useful in a wide-
variety of other fields, e.g., the food and beverage industries;
the pharmaceutical industry (e.g., as vaccines); the agricul-
ture industry; and the chemical industry, to name a few.
Altered N-Glycosylation Molecule

Target molecules, as used herein, refer to any molecules
that undergo altered N-glycosylation by one or more N-gly-
cosylation activities from a genetically engineered cell (e.g.,
a fungal cell such as Yarrowia lipolytica or Arxula adenini-
vorans (or other related species dimorphic yeast) cell; a plant
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cell, or an animal cell). In some embodiments, the target
molecules are capable of being trafficked through one or more
steps of the Yarrowia lipolytica or Arxula adeninivorans (or
other related species dimorphic yeast) secretory pathway,
resulting in their altered N-glycosylation by the host cell
machinery. The target molecules can be endogenous or exog-
enous.

Target proteins, their biologically active fragments, or bio-
logically active variants thereof, can include proteins contain-
ing additions, deletions, or substitutions as described above.
Suitable target proteins include pathogen proteins (e.g., teta-
nus toxoid; diptheria toxoid; viral surface proteins (e.g.,
cytomegalovirus (CMV) glycoproteins B, H and gCIII;
human immunodeficiency virus 1 (HIV-1) envelope glyco-
proteins; Rous sarcoma virus (RSV) envelope glycoproteins;
herpes simplex virus (HSV) envelope glycoproteins; Epstein
Barr virus (EBV) envelope glycoproteins; varicella-zoster
virus (VZV) envelope glycoproteins; human papilloma virus
(HPV) envelope glycoproteins; Influenza virus glycopro-
teins; and Hepatitis family surface antigens), lysosomal pro-
teins (e.g., glucocerebrosidase, cerebrosidase, or galactocer-
ebrosidase), insulin, glucagon, growth factors, cytokines,
chemokines, antibodies or fragments thereof, or fusions of
any of the proteins to antibodies or fragments of antibodies
(e.g., protein-Fc). Growth factors include, e.g., vascular
endothelial growth factor (VEGF), Insulin-like growth factor
(IGF), bone morphogenic protein (BMP), Granulocyte-
colony stimulating factor (G-CSF), Granulocyte-macroph-
age colony stimulating factor (GM-CSF), Nerve growth fac-
tor (NGF); a Neurotrophin, Platelet-derived growth factor
(PDGF), Erythropoietin (EPO), Thrombopoietin (TPO),
Myostatin  (GDF-8), Growth Differentiation factor-9
(GDF9), basic fibroblast growth factor (bFGF or FGF2), Epi-
dermal growth factor (EGF), Hepatocyte growth factor
(HGF). Cytokines include, e.g., interleukins (e.g., IL-1 to
1L-33 (e.g., IL-1, IL-2, IL-3, IL-4, IL-5, IL-6, IL-7, IL-8,
1L-9, 1L-10, IL-12, IL-13, or IL.-15)). Chemokines include,
e.g., [-309, TCA-3, MCP-1, MIP-1c,, MIP-13, RANTES,
C10, MRP-2, MARC, MCP-3, MCP-2, MRP-2, CCF18,
MIP-1y, Eotaxin, MCP-5, MCP-4, NCC-1, Ckf10, HCC-1,
Leukotactin-1, LEC, NCC-4, TARC, PARC, or Eotaxin-2.
Also included are tumor glycoproteins (e.g., tumor-associ-
ated antigens), for example, carcinoembryonic antigen
(CEA), human mucins, HER-2/neu, and prostate-specific
antigen (PSA) [R. A. Henderson and O. J. Finn, Advances in
Immunology, 62, pp. 217-56 (1996)]. In some embodiments,
the target protein can be one associated with a lysosomal
storage disorder, which target proteins include, e.g., alpha-L-
iduronidase, beta-D-galactosidase, beta-glucosidase, beta-
hexosaminidase, beta-D-mannosidase, alpha-L-fucosidase,
arylsulfatase B, arylsulfatase A, alpha-N-acetylgalac-
tosaminidase, aspartylglucosaminidase, iduronate-2-sulfa-
tase, alpha-glucosaminide-N-acetyltransferase, beta-D-glu-
coronidase, hyaluronidase, alpha-I.-mannosidase, alpha-
neuraminidase, phosphotransferase, acid lipase, acid
ceramidase, sphingomyelinase, thioesterase, cathepsin K,
and lipoprotein lipase.

Target proteins can also be fusion proteins. Fusions pro-
teins include, e.g., a fusion of (i) any protein described herein
or fragment thereof with (ii) an antibody or fragment thereof.
As used herein, the term “antibody fragment” refers to an
antigen-binding fragment, e.g., Fab, F(ab'"),, Fv, and single
chain Fv (scFv) fragments. An scFv fragment is a single
polypeptide chain that includes both the heavy and light chain
variable regions of the antibody from which the scFv is
derived. In addition, diabodies [Poljak (1994) Structure
2(12):1121-1123; Hudson et al. (1999) J. Immunol. Methods
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23(1-2):177-189, the disclosures of both of which are incor-
porated herein by reference in their entirety] and intrabodies
[Huston et al. (2001) Hum. Antibodies 10(3-4):127-142;
Wheeler et al. (2003) Mol. Ther. 8(3):355-366; Stocks (2004)
Drug Discov. Today 9(22): 960-966, the disclosures of all of
which are incorporated herein by reference in their entirety|
can be used in the methods of the invention.

Target proteins can also be joined to one or more of a
polymer, a carrier, an adjuvant, an immunotoxin, or a detect-
able (e.g., fluorescent, luminescent, or radioactive) moiety.
For example, a target protein can be joined to polyethyleneg-
lycol, which polymer moiety can be used, e.g., to increase the
molecular weight of small proteins and/or increase circula-
tion residence time.

In some embodiments, the target molecule can be, or con-
tain, dolichol.

Genetically Engineered Cells

Described herein are genetically engineered cells having at
least one modified N-glycosylation activity, which cells are
useful for the production of one or more target molecules
having an altered N-glycosylation form. Cells suitable for
genetic engineering include, e.g., fungal cells (e.g., Yarrowia
lipolytica or any other related dimorphic yeast cells described
herein), plant cells, or animal cells (e.g., (nematode, insect,
plant, bird, reptile, or mammal (e.g., a mouse, rat, rabbit,
hamster, gerbil, dog, cat, goat, pig, cow, horse, whale, mon-
key, or human)). The cells can be primary cells, immortalized
cells, or transformed cells. The cells can be those in an animal,
e.g., a non-human mammal. Such cells, prior to the genetic
engineering as specified herein, can be obtained from a vari-
ety of commercial sources and research resource facilities,
such as, for example, the American Type Culture Collection
(Rockville, Md.). Target molecules include proteins such as
any of the target proteins described herein (see above). Target
molecules also include dolichol.

Genetic engineering of a cell includes genetic modifica-
tions such as: (i) deletion of an endogenous gene encoding a
protein having N-glycosylation activity; (ii) introduction of a
recombinant nucleic acid encoding a mutant form of a protein
(e.g., endogenous or exogenous protein) having N-glycosy-
lation activity (i.e., expressing a mutant protein having an
N-glycosylation activity); (iii) introduction or expression of
an RNA molecule that interferes with the functional expres-
sion of a protein having the N-glycosylation activity; (iv)
introduction of a recombinant nucleic acid encoding a wild-
type (e.g., endogenous or exogenous) protein having N-gly-
cosylation activity (i.e., expressing a protein having an N-gly-
cosylation activity); or (v) altering the promoter or enhancer
elements of one or more endogenous genes encoding proteins
having N-glycosylation activity to thus alter the expression of
their encoded proteins. RNA molecules include, e.g., small-
interfering RNA (siRNA), short hairpin RNA (shRNA), anti-
sense RNA, or micro RNA (miRNA). It is understood that
item (ii) includes, e.g., replacement of an endogenous gene
(e.g., by homologous recombination) with a gene encoding a
protein having greater N-glycosylation activity relative to the
endogenous gene so replaced. Genetic engineering also
includes altering an endogenous gene encoding a protein
having an N-glycosylation activity to produce a protein hav-
ing additions (e.g., a heterologous sequence), deletions, or
substitutions (e.g., mutations such as point mutations; con-
servative or non-conservative mutations). Mutations can be
introduced specifically (e.g., site-directed mutagenesis or
homologous recombination; see accompanying Examples) or
can be introduced randomly (for example, cells can be chemi-
cally mutagenized as described in, e.g., Newman and Ferro-
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Novick (1987) J. Cell Biol. 105(4):1587, the disclosure of
which is incorporated herein by reference in its entirety.

The genetic modifications described herein can result in
one or more of (1) an increase in one or more N-glycosylation
activities in the genetically modified cell, (ii) a decrease in
one or more N-glycosylation activities in the genetically
modified cell, (iii) a change in the localization or intracellular
distribution of one or more N-glycosylation activities in the
genetically modified cell, or (iv) a change in the ratio of one
ormore N-glycosylation activities in the genetically modified
cell. It is understood that an increase in the amount of an
N-glycosylation activity can be due to overexpression of one
or more proteins having N-glycosylation activity, an increase
in copy number of an endogenous gene (e.g., gene duplica-
tion), or an alteration in the promoter or enhancer of an
endogenous gene that stimulates an increase in expression of
the protein encoded by the gene. A decrease in one or more
N-glycosylation activities can be due to overexpression of a
mutant form (e.g., a dominant negative form) of one or more
proteins having N-glycosylation altering activities, introduc-
tion or expression of one or more interfering RNA molecules
that reduce the expression of one or more proteins having an
N-glycosylation activity, or deletion of one or more endog-
enous genes that encode a protein having N-glycosylation
activity.

Methods of deleting or disrupting one or more endogenous
genes are described in the accompanying Examples. For
example, to disrupt a gene by homologous recombination, a
“gene replacement” vector can be constructed in such a way
to include a selectable marker gene. The selectable marker
gene can be operably linked, at both 5' and 3' end, to portions
of the gene of sufficient length to mediate homologous
recombination. The selectable marker can be one of any num-
ber of genes which either complement host cell auxotrophy or
provide antibiotic resistance, including URA3, LEU2 and
HIS3 genes. Other suitable selectable markers include the
CAT gene, which confers chloramphenicol resistance to yeast
cells, or the lacZ gene, which results in blue colonies due to
the expression of f-galactosidase. Linearized DNA frag-
ments ofthe gene replacement vector are then introduced into
the cells using methods well known in the art (see below).
Integration of the linear fragments into the genome and the
disruption of the gene can be determined based on the selec-
tion marker and can be verified by, for example, Southern blot
analysis.

As detailed in the accompanying examples, subsequent to
its use in selection, a selectable marker can be removed from
the genome of the host cell by, e.g., Cre-loxP systems (see
below).

Alternatively, a gene replacement vector can be con-
structed in such a way as to include a portion of the gene to be
disrupted, which portion is devoid of any endogenous gene
promoter sequence and encodes none or an inactive fragment
of'the coding sequence of the gene. An “inactive fragment” is
afragment of the gene that encodes a protein having, e.g., less
than about 10% (e.g., less than about 9%, less than about 8%,
less than about 7%, less than about 6%, less than about 5%,
less than about 4%, less than about 3%, less than about 2%,
less than about 1%, or 0%) of the activity of the protein
produced from the full-length coding sequence of the gene.
Such a portion of the gene is inserted in a vector in such a way
that no known promoter sequence is operably linked to the
gene sequence, but that a stop codon and a transcription
termination sequence are operably linked to the portion of the
gene sequence. This vector can be subsequently linearized in
the portion of the gene sequence and transformed into a cell.
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By way of single homologous recombination, this linearized
vector is then integrated in the endogenous counterpart of the
gene.

Expression vectors can be autonomous or integrative.

A recombinant nucleic acid (e.g., one encoding a wild-type
or mutant form of a protein having N-glycosylation activity)
can be in introduced into the cell in the form of an expression
vector such as a plasmid, phage, transposon, cosmid or virus
particle. The recombinant nucleic acid can be maintained
extrachromosomally or it can be integrated into the yeast cell
chromosomal DNA. Expression vectors can contain selection
marker genes encoding proteins required for cell viability
under selected conditions (e.g., URA3, which encodes an
enzyme necessary for uracil biosynthesis or TRP1, which
encodes an enzyme required for tryptophan biosynthesis) to
permit detection and/or selection of those cells transformed
with the desired nucleic acids (see, e.g., U.S. Pat. No. 4,704,
362). Expression vectors can also include an autonomous
replication sequence (ARS). For example, U.S. Pat. No.
4,837,148 describes autonomous replication sequences
which provide a suitable means for maintaining plasmids in
Pichia pastoris. The disclosure of U.S. Pat. No. 4,837,148 is
incorporated herein by reference in its entirety.

Integrative vectors are disclosed, e.g., in U.S. Pat. No.
4,882,279 (the disclosure of which is incorporated herein by
reference in its entirety). Integrative vectors generally include
a serially arranged sequence of at least a first insertable DNA
fragment, a selectable marker gene, and a second insertable
DNA fragment. The first and second insertable DNA frag-
ments are each about 200 (e.g., about 250, about 300, about
350, about 400, about 450, about 500, or about 1000 or more)
nucleotides in length and have nucleotide sequences which
are homologous to portions of the genomic DNA of the spe-
cies to be transformed. A nucleotide sequence containing a
gene ofinterest (e.g., a gene encoding a protein having N-gly-
cosylation activity) for expression is inserted in this vector
between the first and second insertable DNA fragments
whether before or after the marker gene. Integrative vectors
can be linearized prior to yeast transformation to facilitate the
integration of the nucleotide sequence of interest into the host
cell genome.

An expression vector can feature a recombinant nucleic
acid under the control of a yeast (e.g., Yarrowia lipolytica,
Arxula adeninivorans, or other related dimorphic yeast spe-
cies) promoter, which enables them to be expressed in yeast.
Suitable yeast promoters include, e.g., ADC1, TPI1, ADH2,
hp4d, PDX, and Gall0 (see, e.g., Guarente et al. (1982) Proc.
Natl. Acad. Sci. USA 79(23):7410) promoters. Additional
suitable promoters are described in, e.g., Zhu and Zhang
(1999) Bioinformatics 15(7-8):608-611 and U.S. Pat. No.
6,265,185, the disclosures of each of which are incorporated
herein by reference in their entirety. Where the expression
vector is to be introduced into an animal cell, such as a
mammalian cell, the expression vector can feature a recom-
binant nucleic acid under the control of an animal cell pro-
moter suitable for expression in the host cell of interest.
Examples of mammalian promoters include, e.g., SV40 or
cytomegalovirus (CMV) promoters.

A promoter can be constitutive or inducible (conditional).
A constitutive promoter is understood to be a promoter whose
expression is constant under the standard culturing condi-
tions. Inducible promoters are promoters that are responsive
to one or more induction cues. For example, an inducible
promoter can be chemically regulated (e.g., a promoter whose
transcriptional activity is regulated by the presence or
absence of a chemical inducing agent such as an alcohol,
tetracycline, a steroid, a metal, or other small molecule) or



US 9,206,408 B2

23

physically regulated (e.g., a promoter whose transcriptional
activity is regulated by the presence or absence of a physical
inducer such as light or high or low temperatures). An induc-
ible promoter can also be indirectly regulated by one or more
transcription factors that are themselves directly regulated by
chemical or physical cues.

Genetic engineering of a cell also includes activating an
endogenous gene (e.g., a gene encoding a protein having
N-glycosylation activity) that is present in the host cell, but is
normally not expressed in the cells or is not expressed at
significant levels in the cells. For example, a regulatory
sequence (e.g., a gene promoter or an enhancer) of a endog-
enous gene can be modified such that the operably-linked
coding sequence exhibits increased expression. Homologous
recombination or targeting can be used to replace or disable
the regulatory region normally associated with the gene with
a regulatory sequence which causes the gene to be expressed
at levels higher than evident in the corresponding non-geneti-
cally engineered cell, or causes the gene to display a pattern of
regulation or induction that is different than evident in the
corresponding non-genetically engineered cell. Suitable
methods for introducing alterations of a regulatory sequence
(e.g., a promoter or enhancer) of a gene are described in, e.g.,
U.S. Application Publication No. 20030147868, the disclo-
sure of which is incorporated herein by reference in its
entirety.

It is understood that other genetically engineered modifi-
cations can also be conditional. For example, a gene can be
conditionally deleted using, e.g., a site-specific DNA recom-
binase such as the Cre-loxP system (see, e.g., Gossen et al.
(2002) Ann. Rev. Genetics 36:153-173 and U.S. Application
Publication No. 20060014264, the disclosures of each of
which are incorporated by reference in their entirety).

A recombinant nucleic acid can be introduced into a cell
described herein using a variety of methods such as the
spheroplast technique or the whole-cell lithium chloride yeast
transformation method. Other methods useful for transforma-
tion of plasmids or linear nucleic acid vectors into cells are
described in, for example, U.S. Pat. No. 4,929,555; Hinnen et
al. (1978) Proc. Nat. Acad. Sci. USA 75:1929; Tto et al. (1983)
J. Bacteriol. 153:163; U.S. Pat. No. 4,879,231; and
Sreekrishna et al. (1987) Gene 59:115, the disclosures of each
of'which are incorporated herein by reference in their entirety.
Electroporation and PEG1000 whole cell transformation pro-
cedures may also be used, as described by Cregg and Russel,
Methods in Molecular Biology: Pichia Protocols, Chapter 3,
Humana Press, Totowa, N.J., pp. 27-39 (1998), the disclosure
of which is incorporated herein by reference in its entirety.
Transfection of animal cells can feature, for example, the
introduction of a vector to the cells using calcium phosphate,
electroporation, heat shock, liposomes, or transfection
reagents such as FUGENE® or LIPOFECTAMINE®), or by
contacting naked nucleic acid vectors with the cells in solu-
tion (see, e.g., Sambrook et al., Molecular Cloning: A Labo-
ratory Manual Second Edition vol. 1, 2 and 3. Cold Spring
Harbor Laboratory Press: Cold Spring Harbor, N.Y., USA,
November 1989; the disclosure of which is incorporated
herein by reference in its entirety).

Transformed yeast cells can be selected for by using appro-
priate techniques including, but not limited to, culturing aux-
otrophic cells after transformation in the absence of the bio-
chemical product required (due to the cell’s auxotrophy),
selection for and detection of a new phenotype, or culturing in
the presence of an antibiotic which is toxic to the yeast in the
absence of a resistance gene contained in the transformants.
Transformants can also be selected and/or verified by inte-
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gration of the expression cassette into the genome, which can
be assessed by, e.g., Southern blot or PCR analysis.

Prior to introducing the vectors into a target cell of interest,
the vectors can be grown (e.g., amplified) in bacterial cells
such as Escherichia coli (E. coli). The vector DNA can be
isolated from bacterial cells by any of the methods known in
the art which result in the purification of vector DNA from the
bacterial milieu. The purified vector DNA can be extracted
extensively with phenol, chloroform, and ether, to ensure that
no E. coli proteins are present in the plasmid DNA prepara-
tion, since these proteins can be toxic to mammalian cells.

Genetic engineering, as described herein, can be used to
express (e.g., overexpress), introduce modifications into, or
delete any number of genes, e.g., genes encoding proteins
having N-glycosylation activity. Such genes include, e.g.,
ALG7, ALG13, ALGl4, ALGl, ALG2, ALG11, RFTI,
ALG3, ALGY9, ALGI12, ALG6, ALG8, ANL1, ALGI0,
ALGS, OST3, OST4, OST6, STT3, OST1, OST5, WBPI,
SWP1, OST2, DPM1, SEC59, OCH1, MNN9, VANI,
MNNS, MNN10, MNN11, HOC1, MNN2, MNNS5, MNNG6,
KTR1,YUR1, MNN4, KRE2,KTR2,KTR3, MNN1, MNS1,
PNO1, MNNY, glucosidase I, glucosidase II, or endoman-
nosidase. The genes encoding proteins having N-glycosyla-
tion activity can be from any species (e.g., lower eukaryotes
(e.g., fungus (including yeasts) or trypanosomes), plant, or
animal (e.g., insect, bird, reptile, or mammal (e.g., a rodent
such as mouse or rat, dog, cat, horse, goat, cow, pig, non-
human primate, or human)) containing such genes. Exem-
plary fungal species from which genes encoding proteins
having N-glycosylation activity can be obtained include,
without limitation, Pichia anomala, Pichia bovis, Pichia
canadensis, Pichia carsonii, Pichia farinose, Pichia fermen-
tans, Pichia fluxuum, Pichia membranaefaciens, Pichia
membranaefaciens, Candida valida, Candida albicans, Can-
dida ascalaphidarum, Candida amphixiae, Candida Antarc-
tica, Candida atlantica, Candida atmosphaerica, Candida
blattae, Candida carpophila, Candida cerambycidarum,
Candida chauliodes, Candida corydalis, Candida dosseyi,
Candida dubliniensis, Candida ergatensis, Candida fructus,
Candida glabrata, Candida fermentati, Candida guillier-
mondii, Candida haemulonii, Candida insectamens, Candida
insectorum, Candida intermedia, Candida jeffresii, Candida
kefyr, Candida krusei, Candida lusitaniae, Candida lyxoso-
phila, Candidamaltosa, Candida membranifaciens, Candida
milleri, Candida oleophila, Candida oregonensis, Candida
parapsilosis, Candida quercitrusa, Candida shehatea, Can-
dida temnochilae, Candida tenuis, Candida tropicalis, Can-
dida tsuchiyae, Candida sinolaborantium, Candida sojae,
Candida viswanathii, Candida utilis, Pichia membranaefa-
ciens, Pichia silvestris, Pichia membranaefaciens, Pichia
chodati, Pichia membranaefaciens, Pichia menbranaefa-
ciens, Pichia minuscule, Pichia pastoris, Pichia pseudopoly-
morpha, Pichia quercuum, Pichia robertsii, Pichia saitoi,
Pichia silvestrisi, Pichia strasburgensis, Pichia terricola,
Pichia vanriji, Pseudozyma Antarctica, Rhodosporidium
toruloides, Rhodotorula glutinis, Saccharomyces bayanus,
Saccharomyces bayanus, Saccharomyces momdshuricus,
Saccharomyces uvarum, Saccharomyces bayanus, Saccharo-
myces cerevisiae, Saccharomyces bisporus, Saccharomyces
chevalieri, Saccharomyces delbrueckii, Saccharomyces
exiguous, Saccharomyces fermentati, Saccharomyces fragi-
lis, Saccharomyces marxianus, Saccharomyces mellis, Sac-
charomyces rosei, Saccharomyces rouxii, Saccharomyces
uvarum, Saccharomyces willianus, Saccharomycodes lud-
wigii, Saccharomycopsis capsularis, Saccharomycopsis fibu-
ligera, Saccharomycopsis fibuligera, Endomyces hordei,
Endomycopsis fobuligera. Saturnispora saitoi, Schizosac-
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charomyces octosporus, Schizosaccharomyces pombe,
Schwanniomyces occidentalis, Torulaspora delbrueckii,
Torulaspora delbrueckii, Saccharomyces daivensis, Toru-
laspora delbrueckii, Torulaspora fermentati, Saccharomyces
fermentati, Torulaspora delbrueckii, Torulaspora rosei, Sac-
charomyces rosei, lorulaspora delbrueckii, Saccharomyces
rosei, Torulaspora delbrueckii, Saccharomyces delbrueckii,
Torulaspora  delbrueckii, Saccharvomyces delbrueckii,
Zygosaccharomyces mongolicus, Dorulaspora globosa,
Debaryomyces globosus, Torulopsis globosa, Trichosporon
cutaneum, Trigonopsis variabilis, Williopsis californica, Wil-
liopsis saturnus, Zygosaccharomyces bisporus, Zygosaccha-
romyces bisporus, Debaryomyces disporua. Saccharomyces
bisporas, Zygosaccharomyces bisporus, Saccharomyces
bisporus, Zygosaccharomyces mellis, Zygosaccharomyces
priorianus, Zygosaccharomyces rouxiim, Zygosaccharomy-
ces rouxii, Zygosaccharomyces barkeri, Saccharomyces
rouxii, Zygosaccharomyces rvouxii, Zygosaccharomyces
major, Saccharomyces rousii, Pichia anomala, Pichia bovis,
Pichia Canadensis, Pichia carsonii, Pichia farinose, Pichia
fermentans, Pichia fluxuum, Pichia membranaefaciens,
Pichia pseudopolymorpha, Pichia quercuum, Pichia robert-
sii, Pseudozyma Antarctica, Rhodosporidium toruloides,
Rhodosporidium toruloides, Rhodotorula glutinis, Saccharo-
myces bayanus, Saccharomyces bayanus, Saccharomyces
bisporus, Saccharomyces cerevisiae, Saccharomyces cheva-
lieri, Saccharomyces delbrueckii, Saccharomyces fermentati,
Saccharomyces  fragilis,  Saccharomycodes  ludwigii,
Schizosaccharomyces pombe, Schwanniomyces occidentalis,
Torulaspora delbrueckii, Torulaspora globosa, Trigonopsis
variabilis, Williopsis californica, Williopsis saturnus,
Zygosaccharomyces bisporus, Zygosaccharomyces mellis,
Zygosaccharomyces rouxii, or any other fungi (e.g., yeast)
known in the art or described herein. Exemplary lower
eukaryotes also include various species of Aspergillus includ-
ing, but not limited to, Aspergillus caesiellus, Aspergillus
candidus, Aspergillus carneus, Aspergillus clavatus,
Aspergillus deflectus, Aspergillus flavus, Aspergillus fumiga-
tus, Aspergillus glaucus, Aspergillus nidulans, Aspergillus
niger, Aspergillus ochraceus, Aspergillus oryzae, Aspergillus
parasiticus, Aspergillus penicilloides, Aspergillus restrictus,
Aspergillus sojae, Aspergillus sydowii, Aspergillus tamari,
Aspergillus terreus, Aspergillus ustus, or Aspergillus versi-
color. Exemplary protozoal genera from which genes encod-
ing proteins having N-glycosylation activity can be obtained
include, without limitation, Blastocrithidia, Crithidia,
Endotrypanum, Herpetomonas, Leishmania, Leptomonas,
Phytomonas, Trypanosoma (e.g., T bruceii, T. gambiense, T.
rhodesiense, and T. cruzi), and Wallaceina.

It is understood that genetic engineering, as described
herein, can be used to express (e.g., overexpress), introduce
modifications into, or delete any number of genes (e.g., genes
encoding proteins having N-glycosylation activity) and/or
any combination of one or more (e.g., two, three, four, five,
six, seven, eight, nine, 10, 11, 12, 15, or 20 or more) of any of
the genes recited herein.

In some embodiments, the genetically engineered cell
lacks the ALG3 (Genbank® Accession Nos: XM__ 503488,
Genolevures Ref: YALIOE03190g) gene or gene product
(e.g., mRNA or protein) thereof. In some embodiments, the
genetically engineered cell expresses (e.g., overexpresses)
the ALG6 (Genbank® Accession Nos: XM_ 502922,
Genolevures Ref: YALIOD17028g) protein. In some embodi-
ments, the genetically engineered cell expresses the MNN4
gene (Genbank® Accession Nos: XM_ 503217, Genolevures
Ref: YALIOD24101g). In some embodiments, the genetically
engineered cell lacks the OCH1 and/or MNN9 gene or gene
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products (e.g., mRNA or protein) thereof. In some embodi-
ments, the genetically engineered cell does not lack the
OCH1 gene or a gene product (e.g., mRNA or protein)
thereof. In some embodiments, the genetically engineered
cell expresses an alpha or beta subunit (or both the alpha and
the beta subunit) of a glucosidase II such as the glucosidase 11
of Yarrowia lipolytica or Trypanosoma brucei. In some
embodiments, the genetically engineered cell expresses a
mutantase such as the mutanase of 7. harzianum. In some
embodiments, the genetically engineered cell can have any
combination of these modifications.

For example, in some embodiments, the genetically engi-
neered cell can lack the ALG3 (e.g., the ALG3 gene exem-
plified by Genbank® Accession Nos: XM_ 503488, Genole-
vures Ref: YALIOE03190g) gene or gene product (e.g.,
mRNA or protein) thereof; can overexpress the ALG6 (e.g.,
the ALLG6 as exemplified by Genbank® Accession Nos:
XM__ 502922, Genolevures Ref: YALIOD17028g) protein;
can overexpress one or both of the alpha and the beta subunit
of a glucosidase II (such as the glucosidase II of Yarrowia
lipolytica, Trypanosoma brucei, or any other species
described herein); can overexpress an alpha-1,2-mannosi-
dase; and overexpress one or more (and any combination) of
the following: a glycosidase, a glycosyltransferase, a sugar-
nucleotide transporter, a sugar-nucleotide modifying
enzyme. In some embodiments, the genetically engineered
cell does not lack the OCH1 gene or a gene product (e.g.,
mRNA or protein) thereof.

In some embodiments, the genetically modified cell can
contain a mannosidase activity (e.g., an a-mannosidase activ-
ity). The mannosidase activity can be targeted to the endo-
plasmic reticulum. The mannosidase can have a pH optimum
at least below 7.5 (e.g., at least below 7.4, at least below 7.3,
atleastbelow 7.2, atleast below 7.1, at least below 7.0, at least
below 6.9, at least below 6.8, at least 6.7, at least below 6.6, at
least below 6.5, at least 6.4, at least below 6.3, at least below
6.2, at least below 6.1, at least below 6.0, at least below 5.9, at
least below 5.8, at least below 5.7, at least below 5.6, at least
below 5.5, at least below 5.4, at least below 5.3, at least below
5.2, at least below 5.1, at least below 5.0, at least below 4.9, at
least below 4.8, or at least below 4.7).

The mannosidase can be MNS1.

For example, the genetically engineered cell can overex-
press a mannosidase (e.g., an alpha-1,2-mannosidase or any
other mannosidase described herein), but not lack the OCH1
gene or a gene product (e.g., nRNA or protein) thereof. The
mannosidase can be a wild-type form of the protein or can be
a mutant form such as a fusion protein containing a mannosi-
dase and an HDEL ER-retention amino acid sequence (see
Examples). (It is understood that any protein having N-gly-
cosylation activity can be engineered into a fusion protein
comprising an HDEL sequence).

In some embodiments, the genetically modified cell can
contain an activity capable of promoting mannosyl phospho-
rylation of the altered N-glycosylation form of the target
molecule. For example, a nucleic acid encoding an activity
that promotes phosphorylation of N-glycans (e.g. MNN4,
MNN6, PNO1) can be introduced in the genetically engi-
neered cell, which cell is capable of increasing phosphorylat-
ing the N-glycosylation of the target molecule.

In some embodiments, the genetically modified cell can
contain an activity capable of removing mannose residues
that cap phosphorylation (e.g., a mannosidase such as the one
from Jack Bean) from the altered N-glycosylation molecules.

In some embodiments, the genetically modified cell is
capable of removing glucose residues from Man;GlcNAc,.
For example, the genetically modified cell can overexpress a
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protein having a-1,3-glucosidase activity such as, but not
limited to, a mutanase or one or both of the alpha and beta
subunit of a glucosidase II (such as the glucosidase 1I of
Yarrowia lipolytica, Trypanosoma brucei, or any other fungal
species described herein).

In embodiments where a protein having N-glycosylation
activity is derived from a cell that is of a different type (e.g.,
of a different species) than the cell into which the protein is to
be expressed, a nucleic acid encoding the protein can be
codon-optimized for expression in the particular cell of inter-
est. For example, a nucleic acid encoding a protein having
N-glycosylation from 7rypanosoma brucei can be codon-
optimized for expression in a yeast cell such as Yarrowia
lipolytica. Such codon-optimization can be useful for
increasing expression of the protein in the cell of interest.
Methods for codon-optimizing a nucleic acid encoding a
protein are known in the art and described in, e.g., Gao et al.
(Biotechnol. Prog. (2004) 20(2): 443-448), Kotula et al. (Nat.
Biotechn. (1991) 9, 1386-1389), and Bennetzen et al. (J. Biol.
Chem. (1982) 257(6):2036-3031).

A cell can also be genetically engineered to produce pre-
dominantly N-glycans that are intermediates of a mammalian
(e.g., human) glycosylation pathway. For example, one or
more nucleic acids encoding human proteins having N-gly-
cosylation activity can be introduced into the cell. In some
embodiments, human proteins can be introduced into the cell
and one or more endogenous yeast proteins having N-glyco-
sylation activity can be suppressed (e.g., deleted or mutated).
Techniques for “humanizing” a fungal glycosylation pathway
are described in, e.g., Choi et al. (2003) Proc. Natl. Acad. Sci.
USA 100(9):5022-5027; Verveken et al. (2004) Appl. Envi-
ron. Microb. 70(5):2639-2646; and Gerngross (2004) Nature
Biotech. 22(11):1410-1414, the disclosures of each of which
are incorporated herein by reference in their entirety.

Where the genetic engineering involves, e.g., changes in
the expression of a protein or expression of an exogenous
protein (including a mutant form of an endogenous protein),
avariety of techniques can be used to determine if the geneti-
cally engineered cells express the protein. For example, the
presence of mRNA encoding the protein or the protein itself
can be detected using, e.g., Northern Blot or RT-PCR analysis
or Western Blot analysis, respectively. The intracellular local-
ization of a protein having N-glycosylation activity can be
analyzed by using a variety of techniques, including subcel-
lular fractionation and immunofluorescence.

Additional genetic modifications and methods for intro-
ducing them into any of the cells described herein can be
adapted from the disclosures of, e.g., U.S. Pat. Nos. 7,029,
872; 5,272,070, and 6,803,225; and U.S. Application Publi-
cation Nos. 20050265988, 20050064539, 20050170452, and
20040018588, the disclosures of each of which are incorpo-
rated herein by reference in their entirety.

While the engineering steps performed in dimorphic yeast
species to achieve in vivo production of the Man,GlcNAc,
and Man;GlcNAc, can be different from the engineering
steps performed in other yeast species, it will be clear to those
skilled in the art that the engineering techniques to produce
modified glycoproteins (with the MansGlcNAc, and
Man;GlcNAc, core N-glycan structures) in dimorphic yeasts
in vivo can be adapted by routine experimentation from the
methods disclosed in, inter alia, U.S. Pat. No. 7,326,681 and
U.S. Publication Nos. 20040018590, 20060040353, and
20060286637 (the disclosure of each of which is incorporated
by reference in its entirety). The adapted methods can thus be
used to achieve production of glycoproteins modified with
human-type hybrid and complex N-glycans. These complex
N-glycans can have 2 to 5 branches initiated with a GlcNAc
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residue onto the above-named core glycans, which can be
further extended, e.g., with galactose, fucose and sialic acid
residues.

In some embodiments, the mutant or wild-type proteins
having N-glycosylation activity can be isolated from the
genetically engineered cells using standard techniques. For
example, following the expression of a mutant or wild-type
protein in the genetically engineered cell, the protein can be
isolated from the cell itself or from the media in which the cell
was cultured. Methods of isolating proteins are known in the
art and include, e.g., liquid chromatography (e.g., HPLC),
affinity chromatography (e.g., metal chelation or immunoat-
finity chromatography), ion-exchange chromatography,
hydrophobic-interaction chromatography, precipitation, or
differential solubilization.

In some embodiments, the isolated proteins having N-gly-
cosylation activity can be frozen, lyophilized, or immobilized
and stored under appropriate conditions, which allow the
proteins to retain activity.

The disclosure also provides a substantially pure culture of
any of the genetically engineered cells described herein. As
used herein, a “substantially pure culture” of a genetically
engineered cell is a culture of that cell in which less than about
40% (i.e., less than about: 35%; 30%; 25%; 20%; 15%; 10%;
5%; 2%; 1%; 0.5%; 0.25%; 0.1%; 0.01%; 0.001%; 0.0001%;
or even less) of the total number of viable cells in the culture
are viable cells other than the genetically engineered cell,
e.g., bacterial, fungal (including yeast), mycoplasmal, or pro-
tozoan cells. The term “about” in this context means that the
relevant percentage can be 15% percent of the specified per-
centage above or below the specified percentage. Thus, for
example, about 20% can be 17% to 23%. Such a culture of
genetically engineered cells includes the cells and a growth,
storage, or transport medium. Media can be liquid, semi-solid
(e.g., gelatinous media), or frozen. The culture includes the
cells growing in the liquid or in/on the semi-solid medium or
being stored or transported in a storage or transport medium,
including a frozen storage or transport medium. The cultures
are in a culture vessel or storage vessel or substrate (e.g., a
culture dish, flask, or tube or a storage vial or tube).

The genetically engineered cells described herein can be
stored, for example, as frozen cell suspensions, e.g., in buffer
containing a cryoprotectant such as glycerol or sucrose, as
lyophilized cells. Alternatively, they can be stored, for
example, as dried cell preparations obtained, e.g., by fluidized
bed drying or spray drying, or any other suitable drying
method.

Methods of Producing Altered N-Glycosylation Molecules

Described herein are methods of producing an altered
N-glycosylation form of a target molecule. The methods gen-
erally involve the step of contacting a target molecule with
one or more N-glycosylation activities from a genetically
engineered cell (e.g., a fungal cell (e.g., Yarrowia lipolytica,
Arxula adeninivorans, or any other related dimorphic yeast
cells described herein), a plant cell, or an animal cell (e.g.,
nematode, insect, plant, bird, reptile, or mammal (e.g., a
mouse, rat, rabbit, hamster, gerbil, dog, cat, goat, pig, cow,
horse, whale, monkey, or human)). The methods can be cell-
based or non-cell based.

Cell based methods can include the steps of introducing
into acell (e.g., a fungal cell (e.g., Yarrowia lipolytica, Arxula
adeninivorans, or any other related dimorphic yeast cells
described herein), a plant cell, or an animal cell) genetically
engineered to have at least one modified N-glycosylation
activity a nucleic acid encoding a target molecule subject to
N-glycosylation in the cell, wherein the cell produces the
target molecule in an altered N-glycosylation form. The target
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molecule can be, e.g., a protein such as any of the target
proteins described herein. In embodiments where the target
protein is a lipid, the nucleic acid can be one encoding one or
more enzymes which promote the synthesis of the lipid.

The types of modifications produced by the genetic engi-
neering of the cells are described herein (see the accompany-
ing Examples and “Genetically Engineered Cells” above).

Methods for introducing a nucleic acid are known in the art
and are described in the accompanying Examples and above.

Introduction or expression of a target molecule (e.g., a
target protein) into a genetically engineered cell can result in
the trafficking of the target molecule through the endoplasmic
reticulum and/or Golgi apparatus of the cell, thereby produc-
ing an altered N-glycosylation form of the target molecule.

Following the processing of the target molecule (e.g., in the
genetically modified cell), the altered N-glycosylation form
of'the target molecule (e.g., the target protein) can contain one
or more N-glycan structures. For example, the altered form of
the target molecule can contain one or more specific N-glycan
structures such as Man;GlcNAc, (structural formula I or VII;
FIG. 4A), Many,GlcNAc, (structural formula I; FIG. 4A),
Man,GlcNAc, (structural  formula 1II;  FIG. 4A),
Man,GlcNAc, (structural formula XIV; FIG. 4B),
Gle,ManGlcNAc, (structural formula VIII; FIG. 4B), or
Gle,MansGleNAc, (structural formula IX; FIG. 4B) (“Man”
is mannose; “Glc” is glucose; and “GlcNAc” is N-acetylglu-
cosamine).

The target molecules having altered N-glycosylation pro-
duced from the genetically engineered cells can be homoge-
neous (i.e., all altered N-glycosylation molecules containing
the same specific N-glycan structure) or can be substantially
homogeneous. By “substantially homogeneous” is meant that
the altered target molecules are at least about 25% (e.g., at
least about 27%, at least about 30%, at least about 35%, at
least about 40%, at least about 45%, at least about 50%, at
least about 55%, at least about 60%, at least about 65%, at
least about 70%, at least about 75%, at least about 80%, at
least about 85%, at least about 90%, or at least about 95%, or
at least about 99%) of the target molecules having altered
N-glycosylation produced by the genetically engineered cell.

Where the genetically engineered cell includes one or more
N-glycosylation activities that effect the phosphorylation of
an N-glycan, an altered N-glycosylation form of a target
molecule can have at least about 25% (e.g., at least about
27%, at least about 30%, at least about 35%, at least about
40%, at least about 45%, at least about 50%, at least about
55%, at least about 60%, at least about 65%, at least about
70%, at least about 75%, or at least about 80%) of its man-
nosyl residues phosphorylated.

Where any of the genetic modifications of the genetically
engineered cell are inducible or conditional on the presence
of an inducing cue (e.g., a chemical or physical cue), the
genetically engineered cell can, optionally, be cultured in the
presence of an inducing agent before, during, or subsequent
to the introduction of the nucleic acid. For example, following
introduction of the nucleic acid encoding a target protein, the
cell can be exposed to a chemical inducing agent that is
capable of promoting the expression of one or more proteins
having N-glycosylation activity. Where multiple inducing
cues induce conditional expression of one or more proteins
having N-glycosylation activity, a cell can be contacted with
multiple inducing agents.

Following processing by one or more N-glycosylation
activities, the altered target molecule can be isolated. The
altered target molecule can be maintained within the yeast
cell and released upon cell lysis or the altered target molecule
can be secreted into the culture medium via a mechanism
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provided by a coding sequence (either native to the exogenous
nucleic acid or engineered into the expression vector), which
directs secretion of the molecule from the cell. The presence
of the altered target molecule in the cell lysate or culture
medium can be verified by a variety of standard protocols for
detecting the presence of the molecule. For example, where
the altered target molecule is a protein, such protocols can
include, but are not limited to, immunoblotting or radioim-
munoprecipitation with an antibody specific for the altered
target protein (or the target protein itself), binding of a ligand
specific for the altered target protein (or the target protein
itself), or testing for a specific enzyme activity of the altered
target protein (or the target protein itself).

Insome embodiments, the isolated altered target molecules
can be frozen, lyophilized, or immobilized and stored under
appropriate conditions, e.g., which allow the altered target
molecules to retain biological activity.

The altered N-glycosylation form of the target molecule
can be further processed in vivo (e.g., in the genetically engi-
neered cell) or can be processed in vitro following isolation
from the genetically engineered cell or cell medium. The
further processing can include modifications of one or more
N-glycan residues of the altered target molecule or modifica-
tions to the altered target molecule other than to its N-glycan
residues. The additional processing of the altered target mol-
ecule can include the addition (covalent or non-covalent join-
ing) of a heterologous moiety such as a polymer or a carrier.
The further processing can also involve enzymatic or chemi-
cal treatment of the altered target molecule. Enzymatic treat-
ment can involve contacting the altered target molecule with
one or more of a glycosidase (e.g., mannosidase or mannan-
ase), a phosphodiesterase, a phospholipase, a glycosyltrans-
ferase, or a protease for a time sufficient to induce modifica-
tion of the altered target molecule. Enzymatic treatment can
also involve contacting the altered target molecule with an
enzyme capable of removing one or more glucose residues
from Man;GlcNAc, such as, but not limited to, a mannosi-
dase or one or both of the alpha and beta subunit of a glucosi-
dase 1. Chemical treatment can, for example, involve con-
tacting the altered target molecule with an acid such as
hydrofluoric acid for a time sufficient to induce modification
of the altered target molecule. Hydrofluoric acid treatment
under certain conditions specifically removes the mannose
residues that are phosphodiester-linked to glycans, while
leaving the phosphate on the glycan. An altered target mol-
ecule can be further processed by addition or removal of a
phosphate group from one or more N-glycans. For example,
a altered target molecule can be contacted with a mannosyl
kinase or a mannosyl phosphatase.

In some embodiments, any of the altered target molecules
described herein, following isolation, can be attached to a
heterologous moiety, e.g., using enzymatic or chemical
means. A “heterologous moiety” refers to any constituent that
is joined (e.g., covalently or non-covalently) to the altered
target molecule, which constituent is different from a con-
stituent originally present on the altered target molecule. Het-
erologous moieties include, e.g., polymers, carriers, adju-
vants, immunotoxins, or detectable (e.g., fluorescent,
luminescent, or radioactive) moieties. In some embodiments,
an additional N-glycan can be added to the altered target
molecule.

It is understood that a target molecule can be, but need not
be, processed in a genetically engineered cell. For example,
the disclosure also features cell-free methods of producing a
target molecule having an altered N-glycosylation form,
which methods include the step of contacting a target mol-
ecule under N-glycosylation conditions with a cell lysate
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prepared from a cell (e.g., a fungal cell (e.g., Yarrowia lipoly-
tica, Arxula adeninivorans, or any other related dimorphic
yeast cells described herein), a plant cell, or an animal cell
(e.g., nematode, insect, plant, bird, reptile, or mammal (e.g.,
a mouse, rat, rabbit, hamster, gerbil, dog, cat, goat, pig, cow,
horse, whale, monkey, or human)) genetically engineered to
have at least one modified N-glycosylation activity, wherein
the contacting of the target molecule to the cell lysate pro-
duces an altered N-glycosylation form of the target molecule.

By “N-glycosylation conditions” is meant that a mixture
(e.g., of target molecule and cell lysate) is incubated under
conditions that allow for altered N-glycosylation (as
described above).

Suitable methods for obtaining cell lysates that preserve
the activity or integrity of one or more N-glycosylation activi-
ties in the lysate can include the use of appropriate buffers
and/or inhibitors, including nuclease, protease and phos-
phatase inhibitors that preserve or minimize changes in
N-glycosylation activities in the cell lysate. Such inhibitors
include, for example, chelators such as ethylenediamine tet-
raacetic acid (EDTA), ethylene glycol bis(P-aminoethyl
ether) N,N,N1,N1-tetraacetic acid (EGTA), protease inhibi-
tors such as phenylmethylsulfonyl fluoride (PMSF), aproti-
nin, leupeptin, antipain and the like, and phosphatase inhibi-
tors such as phosphate, sodium fluoride, vanadate and the like
Inhibitors can be chosen such that they do not interfere with or
only minimally adversely affect the N-glycosylation activity,
or activities, of interest. Appropriate buffers and conditions
for obtaining lysates containing enzymatic activities are
described in, e.g., Ausubel et al. Current Protocols in Molecu-
lar Biology (Supplement 47), John Wiley & Sons, New York
(1999); Harlow and Lane, Antibodies: A Laboratory Manual
Cold Spring Harbor Laboratory Press (1988); Harlow and
Lane, Using Antibodies: A Laboratory Manual, Cold Spring
Harbor Press (1999); Tietz Textbook of Clinical Chemistry,
3rd ed. Burtis and Ashwood, eds. W.B. Saunders, Philadel-
phia, (1999).

A cell lysate can be further processed to eliminate or mini-
mize the presence of interfering substances, as appropriate. If
desired, a cell lysate can be fractionated by a variety of meth-
ods well known to those skilled in the art, including subcel-
Iular fractionation, and chromatographic techniques such as
ion exchange, hydrophobic and reverse phase, size exclusion,
affinity, hydrophobic charge-induction chromatography, and
the like (see, e.g., Scopes, Protein Purification: Principles and
Practice, third edition, Springer-Verlag, New York (1993);
Burton and Harding, J. Chromatogr. A 814:71-81 (1998)).

In some embodiments, a cell lysate can be prepared in
which whole cellular organelles remain intact and/or func-
tional. For example, a lysate can contain one or more of intact
rough endoplasmic reticulum, intact smooth endoplasmic
reticulum, or intact Golgi apparatus. Suitable methods for
preparing lysates containing intact cellular organelles and
testing for the functionality of the organelles are described in,
e.g., Moreau et al. (1991) J. Biol. Chem. 266(7):4329-4333;
Moreau et al. (1991) J. Biol. Chem. 266(7):4322-4328; Rex-
achetal. (1991)J. Cell Biol. 114(2):219-229; and Paulik et al.
(1999) Arch. Biochem. Biophys. 367(2):265-273; the disclo-
sures of each of which are incorporated herein by reference in
their entirety.

The disclosure also provides methods of producing a target
molecule having an altered N-glycosylation form that
includes the step of contacting a target molecule under N-gly-
cosylation conditions with one or more isolated proteins hav-
ing N-glycosylation activity, wherein contacting the target
molecule with the one or more proteins having N-glycosyla-
tion activity produces an altered N-glycosylation form of the
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target molecule and wherein the one or more proteins having
N-glycosylation activity are prepared from a cell (e.g., a
fungal cell (e.g., Yarrowia lipolytica, Arxula adeninivorans,
or any other related dimorphic yeast cells described herein), a
plant cell, or an animal cell (e.g., nematode, insect, plant, bird,
reptile, or mammal (e.g., a mouse, rat, rabbit, hamster, gerbil,
dog, cat, goat, pig, cow, horse, whale, monkey, or human))
genetically engineered to have at least one modified N-gly-
cosylation activity.

One of more proteins having N-glycosylation activity can
be purified using standard techniques as described above. A
target molecule can be contacted with one or more proteins in
a suitable buffer for a time sufficient to induce modification of
the target molecule as described in, e.g., Lee and Park (2002)
30(6):716-720 and Fujita and Takegawa (2001) Biochem.
Biophys. Res. Commun. 282(3):678-682, the disclosures of
which are incorporated herein by reference in their entirety.

In some embodiments, the target molecule can be con-
tacted with just one protein having N-glycosylation activity.
In some embodiments, the target molecule can be contacted
with more than one protein having N-glycosylation activity.
The target molecule can be contacted with more than one
protein at the same time or sequentially. Where the target
molecule is contacted sequentially to more than one protein
having N-glycosylation activity, the target molecule can, but
need not, be purified after one or more steps. That is, a target
molecule can be contacted with protein activity A, then puri-
fied before contacting the molecule to protein activity B, and
SO on.

It some embodiments of the cell free methods, it can be
advantageous to link the target molecule to a solid-phase
support prior to contacting the target molecule with one or
more N-glycosylation activities. Such linkage can allow for
easier purification following the N-glycosylation modifica-
tions. Suitable solid-phase supports include, but are not lim-
ited to, multi-well assay plates, particles (e.g., magnetic or
encoded particles), a column, or a membrane.

Methods for detecting N-glycosylation (e.g., altered
N-glycosylation) of a target molecule include DNA
sequencer-assisted (DSA), fluorophore-assisted carbohy-
drate electrophoresis (FACE) (as described in the accompa-
nying Examples) or surface-enhanced laser desorption/ion-
ization time-of-flight mass spectrometry (SELDI-TOF MS)
and. For example, an analysis can utilize DSA-FACE in
which, for example, glycoproteins are denatured followed by
immobilization on, e.g., a membrane. The glycoproteins can
then be reduced with a suitable reducing agent such as dithio-
threitol (DTT) or p-mercaptoethanol. The sulthydryl groups
of the proteins can be carboxylated using an acid such as
iodoacetic acid. Next, the N-glycans can be released from the
protein using an enzyme such as N-glycosidase F. N-glycans,
optionally, can be reconstituted and derivatized by reductive
amination. The derivatized N-glycans can then be concen-
trated. Instrumentation suitable for N-glycan analysis
includes, e.g., the ABI PRISM® 377 DNA sequencer (Ap-
plied Biosystems). Data analysis can be performed using,
e.g., GENESCAN® 3.1 software (Applied Biosystems).
Optionally, isolated mannoproteins can be further treated
with one or more enzymes to confirm their N-glycan status.
Exemplary enzymes include, e.g., c-mannosidase or a-1,2
mannosidase, as described in the accompanying Examples.
Additional methods of N-glycan analysis include, e.g., mass
spectrometry (e.g., MALDI-TOF-MS), high-pressure liquid
chromatography (HPLC) on normal phase, reversed phase
and ion exchange chromatography (e.g., with pulsed ampero-
metric detection when glycans are not labeled and with UV
absorbance or fluorescence if glycans are appropriately
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labeled). See also Callewaert et al. (2001) Glycobiology
11(4):275-281 and Freire et al. (2006) Bioconjug. Chem.
17(2):559-564, the disclosures of each of which are incorpo-
rated herein by reference in their entirety.

Disorders Treatable by Altered N-Glycosylation Molecules

The isolated, altered N-glycosylation molecules (e.g., the
altered N-glycosylation proteins or dolichol) described
herein can be used to treat a variety of disorders, which
disorders are treatable by administration of one or more
altered N-glycosylation molecules (e.g., a protein having
altered N-glycosylation). Examples of some specific medical
conditions that can be treated or prevented by administration
of an altered N-glycosylation molecule (e.g., an altered
N-glycoprotein or an altered N-glycosylated dolichol) are
reviewed in the following sections.

(1) Metabolic Disorders

A metabolic disorder is one that affects the production of
energy within individual human (or animal) cells. Most meta-
bolic disorders are genetic, though some can be “acquired” as
a result of diet, toxins, infections, etc. Genetic metabolic
disorders are also known as inborn errors of metabolism. In
general, the genetic metabolic disorders are caused by genetic
defects that result in missing or improperly constructed
enzymes necessary for some step in the metabolic process of
the cell. The largest classes of metabolic disorders are disor-
ders of carbohydrate metabolism, disorders of amino acid
metabolism, disorders of organic acid metabolism (organic
acidurias), disorders of fatty acid oxidation and mitochon-
drial metabolism, disorders of porphyrin metabolism, disor-
ders of purine or pyrimidine metabolism, disorders of steroid
metabolism disorders of mitochondrial function, disorders of
peroxisomal function, and lysosomal storage disorders
(LSDs).

Examples of metabolic disorders that can be treated
through the administration of one or more altered N-glyco-
sylation molecules (or pharmaceutical compositions of the
same) described herein can include, e.g., hereditary hemo-
chromatosis, oculocutaneous albinism, protein C deficiency,
type | hereditary angioedema, congenital sucrase-isomaltase
deficiency, Crigler-Najjar type 11, Laron syndrome, heredi-
tary Myeloperoxidase, primary hypothyroidism, congenital
long QT syndrome, tyroxine binding globulin deficiency,
familial hypercholesterolemia, familial chylomicronemia,
abeta-lipoproteinema, low plasma lipoprotein A levels,
hereditary emphysema with liver injury, congenital hypothy-
roidism, osteogenesis imperfecta, hereditary hypofibrino-
genemia, alpha-lantichymotrypsin deficiency, nephrogenic
diabetes insipidus, neurohypophyseal diabetes insipidus,
adenosine deaminase deficiency, Pelizaeus Merzbacher dis-
ease, von Willebrand disease type IIA, combined factors V
and VIII deficiency, spondylo-epiphyseal dysplasia tarda,
choroideremia, I cell disease, Batten disease, ataxia telang-
iectasias, ADPKD-autosomal dominant polycystic kidney
disease, microvillus inclusion disease, tuberous sclerosis,
oculocerebro-renal syndrome of Lowe, amyotrophic lateral
sclerosis, myelodysplastic syndrome, Bare lymphocyte syn-
drome, Tangier disease, familial intrahepatic cholestasis,
X-linked adreno-leukodystrophy, Scott syndrome, Herman-
sky-Pudlak syndrome types 1 and 2, Zellweger syndrome,
rhizomelic chondrodysplasia puncta, autosomal recessive
primary hyperoxaluria, Mohr Tranebjaerg syndrome, spinal
and bullar muscular atrophy, primary ciliary diskenesia
(Kartagener’s syndrome), giantism and acromegaly, galact-
orrhea, Addison’s disease, adrenal virilism, Cushing’s syn-
drome, ketoacidosis, primary or secondary aldosteronism,
Miller Dieker syndrome, lissencephaly, motor neuron dis-
ease, Usher’s syndrome, Wiskott-Aldrich syndrome, Optiz
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syndrome, Huntington’s disease, hereditary pancreatitis,
anti-phospholipid syndrome, overlap connective tissue dis-
ease, Sjogren’s syndrome, stiff-man syndrome, Brugada syn-
drome, congenital nephritic syndrome of the Finnish type,
Dubin-Johnson syndrome, X-linked hypophosphosphatemia,
Pendred syndrome, persistent hyperinsulinemic hypoglyce-
mia of infancy, hereditary spherocytosis, aceruloplasmine-
mia, infantile neuronal ceroid lipofuscinosis, pseudoachon-
droplasia and multiple epiphyseal, Stargardt-like macular
dystrophy, X-linked Charcot-Marie-Tooth disease, autoso-
mal dominant retinitis pigmentosa, Wolcott-Rallison syn-
drome, Cushing’s disease, limb-girdle muscular dystrophy,
mucoploy-saccharidosis type IV, hereditary familial amyloi-
dosis of Finish, Anderson disease, sarcoma, chronic
myelomonocytic leukemia, cardiomyopathy, faciogenital
dysplasia, Torsion disease, Huntington and spinocerebellar
ataxias, hereditary hyperhomosyteinemia, polyneuropathy,
lower motor neuron disease, pigmented retinitis, seronegative
polyarthritis, interstitial pulmonary fibrosis, Raynaud’s phe-
nomenon, Wegner’s granulomatosis, preoteinuria, CDG-Ia,
CDG-Ib, CDG-Ic, CDG-1d, CDG-le, CDG-If, CDG-1Ia,
CDG-IIb, CDG-Ilc, CDG-IId, Ehlers-Danlos syndrome,
multiple exostoses, Griscelli syndrome (type 1 or type 2), or
X-linked non-specific mental retardation. In addition, meta-
bolic disorders can also include lysosomal storage disorders
such as, but not limited to, Fabry disease, Farber disease,
Gaucher disease, GM, -gangliosidosis, Tay-Sachs disease,
Sandhoff disease, GM, activator disease, Krabbe disease,
metachromatic leukodystrophy, Niemann-Pick disease
(types A, B, and C), Hurler disease, Scheie disease, Hunter
disease, Sanfilippo disease, Morquio disease, Maroteaux-
Lamy disease, hyaluronidase deficiency, aspartylglu-
cosaminuria, fucosidosis, mannosidosis, Schindler disease,
sialidosis type 1, Pompe disease, Pycnodysostosis, ceroid
lipofuscinosis, cholesterol ester storage disease, Wolman dis-
ease, Multiple sulfatase deficiency, galactosialidosis,
mucolipidosis (types 11, III, and IV), cystinosis, sialic acid
storage disorder, chylomicron retention disease with Mari-
nesco-Sjogren syndrome, Hermansky-Pudlak syndrome,
Chediak-Higashi syndrome, Danon disease, or Geleophysic
dysplasia.

Symptoms of a metabolic disorder are numerous and
diverse and can include one or more of, e.g., anemia, fatigue,
bruising easily, low blood platelets, liver enlargement, spleen
enlargement, skeletal weakening, lung impairment, infec-
tions (e.g., chest infections or pneumonias), kidney impair-
ment, progressive brain damage, seizures, extra thick meco-
nium, coughing, wheezing, excess saliva or mucous
production, shortness of breath, abdominal pain, occluded
bowel or gut, fertility problems, polyps in the nose, clubbing
of the finger/toe nails and skin, pain in the hands or feet,
angiokeratoma, decreased perspiration, corneal and lenticu-
lar opacities, cataracts, mitral valve prolapse and/or regurgi-
tation, cardiomegaly, temperature intolerance, difficulty
walking, difficulty swallowing, progressive vision loss, pro-
gressive hearing loss, hypotonia, macroglossia, areflexia,
lower back pain, sleep apnea, orthopnea, somnolence, lordo-
sis, or scoliosis. It is understood that due to the diverse nature
of the defective or absent proteins and the resulting disease
phenotypes (e.g., symptomatic presentation of a metabolic
disorder), a given disorder will generally present only symp-
toms characteristic to that particular disorder. For example, a
patient with Fabry disease can present a particular subset of
the above-mentioned symptoms such as, but not limited to,
temperature intolerance, corneal whirling, pain, skin rashes,
nausea, or diarrhea. A patient with Gaucher syndrome can
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present with splenomegaly, cirrhosis, convulsions, hyperto-
nia, apnea, osteoporosis, or skin discoloration.

In addition to the administration of one or more altered
N-glycosylation molecules described herein, a metabolic dis-
order can also be treated by proper nutrition and vitamins
(e.g., cofactor therapy), physical therapy, and pain medica-
tions.

Depending on the specific nature of a given metabolic
disorder, a patient can present these symptoms at any age. In
many cases, symptoms can present in childhood or in early
adulthood. For example, symptoms of Fabry disease can
present at an early age, e.g., at 10 or 11 years of age.

Asused herein, a subject “at risk of developing a metabolic
disorder” (such as one described herein) is a subject that has
a predisposition to develop a disorder, i.e., a genetic predis-
position to develop metabolic disorder as a result of a muta-
tion in a enzyme such as alpha-L-iduronidase, beta-D-galac-
tosidase, beta-glucosidase, beta-hexosaminidase, beta-D-
mannosidase,  alpha-L-fucosidase, arylsulfatase B,
arylsulfatase A, alpha-N-acteylgalactosaminidase, aspartyl-
glucosaminidase, iduronate-2-sulfatase, alpha-glu-
cosaminide-N-acetyltransferase, beta-D-glucoronidase,
hyaluronidase, alpha-I.-mannosidase, alpha-neuromimidase,
phosphotransferase, acid lipase, acid ceramidase, sphinog-
myelinase, thioesterase, cathepsin K, or lipoprotein lipase.
Clearly, subjects “at risk of developing a metabolic disorder”
are not all the subjects within a species of interest.

A subject “suspected of having a disorder” is one having
one or more symptoms of a disorder (e.g., a metabolic disor-
der or any other disorder described herein) such as any of
those described herein.

(i1) Cancer

Cancer is a class of diseases or disorders characterized by
uncontrolled division of cells and the ability of these to
spread, either by direct growth into adjacent tissue through
invasion, or by implantation into distant sites by metastasis
(where cancer cells are transported through the bloodstream
orlymphatic system). Cancer can affect people at all ages, but
risk tends to increase with age. Types of cancers can include,
e.g., lung cancer, breast cancer, colon cancer, pancreatic can-
cer, renal cancer, stomach cancer, liver cancer, bone cancer,
hematological cancer, neural tissue cancer, melanoma, thy-
roid cancer, ovarian cancer, testicular cancer, prostate cancer,
cervical cancer, vaginal cancer, or bladder cancer.

Asused herein, a subject “at risk of developing a cancer” is
a subject that has a predisposition to develop a cancer, i.e., a
genetic predisposition to develop cancer such as a mutation in
atumor suppressor gene (e.g., mutation in BRCAL1, p53, RB,
or APC) or has been exposed to conditions that can result in
cancer. Thus, a subject can also be one “at risk of developing
a cancer” when the subject has been exposed to mutagenic or
carcinogenic levels of certain compounds (e.g., carcinogenic
compounds in cigarette smoke such as Acrolein, Arsenic,
Benzene, Benz{a}anthracene, Benzo{a}pyrene, Polonium-
210 (Radon), Urethane, or Vinyl Chloride). Moreover, the
subject can be “at risk of developing a cancer” when the
subject has been exposed to, e.g., large doses of ultraviolet
light or X-irradiation, or exposed (e.g., infected) to a tumor-
causing/associated virus such as papillomavirus, Epstein-
Barr virus, hepatitis B virus, or human T-cell leukemia-lym-
phoma virus. From the above it will be clear that subjects “at
risk of developing a cancer” are not all the subjects within a
species of interest.

A subject “suspected of having a cancer” is one having one
or more symptoms of a cancer. Symptoms of cancer are
well-known to those of skill in the art and include, without
limitation, breast lumps, nipple changes, breast cysts, breast
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pain, weight loss, weakness, excessive fatigue, difficulty eat-
ing, loss of appetite, chronic cough, worsening breathless-
ness, coughing up blood, blood in the urine, blood in stool,
nausea, vomiting, liver metastases, lung metastases, bone
metastases, abdominal fullness, bloating, fluid in peritoneal
cavity, vaginal bleeding, constipation, abdominal distension,
perforation of colon, acute peritonitis (infection, fever, pain),
pain, vomiting blood, heavy sweating, fever, high blood pres-
sure, anemia, diarrhea, jaundice, dizziness, chills, muscle
spasms, colon metastases, lung metastases, bladder
metastases, liver metastases, bone metastases, kidney
metastases, and pancreas metastases, difficulty swallowing,
and the like.

In addition to the administration of one or more altered
N-glycosylation molecules described herein, a cancer can
also be treated by chemotherapeutic agents, ionizing radia-
tion, immunotherapy agents, or hyperthermotherapy agents.
Chemotherapeutic agents include, e.g., cisplatin, carboplatin,
procarbazine, mechlorethamine, cyclophosphamide, camp-
tothecin, adriamycin, ifostamide, melphalan, chlorambucil,
bisulfan, nitrosurea, dactinomycin, daunorubicin, doxorubi-
cin, bleomycin, plicomycin, mitomycin, etoposide, verampil,
podophyllotoxin, tamoxifen, taxol, transplatinum, 5-fluorou-
racil, vincristin, vinblastin, and methotrexate.

(iii) Inflammatory Disorders

An “inflammatory disorder,” as used herein, refers to a
process in which one or more substances (e.g., substances not
naturally occurring in the subject), via the action of white
blood cells (e.g., B cells, T cells, macrophages, monocytes, or
dendritic cells) inappropriately trigger a pathological
response, e.g., a pathological immune response. Accordingly,
such cells involved in the inflammatory response are referred
to as “inflammatory cells.”” The inappropriately triggered
inflammatory response can be one where no foreign sub-
stance (e.g., an antigen, a virus, a bacterium, a fungus) is
present in or on the subject. The inappropriately triggered
response can be one where a self-component (e.g., a self-
antigen) is targeted (e.g., an autoimmune disorder such as
multiple sclerosis) by the inflammatory cells. The inappro-
priately triggered response can also be a response that is
inappropriate in magnitude or duration, e.g., anaphylaxis.
Thus, the inappropriately targeted response can be due to the
presence of a microbial infection (e.g., viral, bacterial, or
fungal). Types of inflammatory disorders (e.g., autoimmune
disease) can include, but are not limited to, osteoarthritis,
rheumatoid arthritis (RA), spondyloarthropathies, POEMS
syndrome, Crohn’s disease, multicentric Castleman’s dis-
ease, systemic lupus erythematosus (SLE), multiple sclerosis
(MS), muscular dystrophy (MD), insulin-dependent diabetes
mellitus (IDDM), dermatomyositis, polymyositis, inflamma-
tory neuropathies such as Guillain Barre syndrome, vasculitis
such as Wegener’s granulomatosus, polyarteritis nodosa,
polymyalgia rheumatica, temporal arteritis, Sjogren’s syn-
drome, Bechet’s disease, Churg-Strauss syndrome, or Taka-
yasu’s arteritis. Also included in inflammatory disorders are
certain types of allergies such as rhinitis, sinusitis, urticaria,
hives, angioedema, atopic dermatitis, food allergies (e.g., a
nut allergy), drug allergies (e.g., penicillin), insect allergies
(e.g., allergy to a bee sting), or mastocytosis. Inflammatory
disorders can also include ulcerative colitis and asthma.

A subject “at risk of developing an inflammatory disorder”
refers to a subject with a family history of one or more
inflammatory disorders (e.g., a genetic predisposition to one
or more inflammatory disorders) or one exposed to one or
more inflammation-inducing conditions. For example, a sub-
jectcan have been exposed to a viral or bacterial superantigen
such as, but not limited to, staphylococcal enterotoxins (SEs),
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a streptococcus pyogenes exotoxin (SPE), a staphylococcus
aureus toxic shock-syndrome toxin (TSST-1), a streptococcal
mitogenic exotoxin (SME) and a streptococcal superantigen
(SSA). From the above it will be clear that subjects “at risk of
developing an inflammatory disorder” are not all the subjects
within a species of interest.

A subject “suspected of having an inflammatory disorder”
is one who presents with one or more symptoms of an inflam-
matory disorder. Symptoms of inflammatory disorders are
well known in the art and include, but are not limited to,
redness, swelling (e.g., swollen joints), joints that are warm to
the touch, joint pain, stiffness, loss of joint function, fever,
chills, fatigue, loss of energy, headaches, loss of appetite,
muscle stiffness, insomnia, itchiness, stufty nose, sneezing,
coughing, one or more neurologic symptoms such as dizzi-
ness, seizures, or pain.

In addition to the administration of one or more altered
N-glycosylation molecules described herein, an inflamma-
tory disorder can also be treated by non-steroidal anti-inflam-
matory drug (NSAID), a disease-modifying anti-rheumatic
drug (DMARD), a biological response modifier, or a corti-
costeroid. Biological response modifiers include, e.g., an
anti-TNF agent (e.g., a soluble TNF receptor or an antibody
specific for TNF such as adulimumab, infliximab, or etaner-
cept).

Methods suitable for treating (e.g., preventing or amelio-
rating one or more symptoms of) any of the disorders
described herein using any of the altered N-glycosylation
molecules (or pharmaceutical compositions thereof) are set
forth in the following section.

Pharmaceutical Compositions and Methods of Treatment

An altered N-glycosylation molecule (e.g., an altered
N-glycosylation form of a target molecule such as a target
protein) can be incorporated into a pharmaceutical composi-
tion containing a therapeutically effective amount of the mol-
ecule and one or more adjuvants, excipients, carriers, and/or
diluents. Acceptable diluents, carriers and excipients typi-
cally do not adversely affect a recipient’s homeostasis (e.g.,
electrolyte balance). Acceptable carriers include biocompat-
ible, inert or bioabsorbable salts, buffering agents, oligo- or
polysaccharides, polymers, viscosity-improving agents, pre-
servatives and the like. One exemplary carrier is physiologic
saline (0.15 M NaCl, pH 7.0 to 7.4). Another exemplary
carrier is 50 mM sodium phosphate, 100 mM sodium chlo-
ride. Further details on techniques for formulation and admin-
istration of pharmaceutical compositions can be found in,
e.g., Remington’s Pharmaceutical Sciences (Maack Publish-
ing Co., Easton, Pa.). Supplementary active compounds can
also be incorporated into the compositions.

Administration of a pharmaceutical composition contain-
ing an altered N-glycosylation molecule can be systemic or
local. Pharmaceutical compositions can be formulated such
that they are suitable for parenteral and/or non-parenteral
administration. Specific administration modalities include
subcutaneous, intravenous, intramuscular, intraperitoneal,
transdermal, intrathecal, oral, rectal, buccal, topical, nasal,
ophthalmic, intra-articular, intra-arterial, sub-arachnoid,
bronchial, lymphatic, vaginal, and intra-uterine administra-
tion.

Administration can be by periodic injections of a bolus of
the pharmaceutical composition or can be uninterrupted or
continuous by intravenous or intraperitoneal administration
from a reservoir which is external (e.g., an IV bag) or internal
(e.g., a bioerodable implant, a bioartificial organ, or a colony
of implanted altered N-glycosylation molecule production
cells). See, e.g., U.S. Pat. Nos. 4,407,957, 5,798,113, and
5,800,828, each incorporated herein by reference in their
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entirety. Administration of a pharmaceutical composition can
be achieved using suitable delivery means such as: a pump
(see, e.g., Annals of Pharmacotherapy, 27:912 (1993); Can-
cer, 41:1270 (1993); Cancer Research, 44:1698 (1984),
incorporated herein by reference in its entirety); microencap-
sulation (see, e.g., U.S. Pat. Nos. 4,352,883; 4,353,888; and
5,084,350, herein incorporated by reference in its entirety);
continuous release polymer implants (see, e.g., Sabel, U.S.
Pat. No. 4,883,666, incorporated herein by reference in its
entirety); macroencapsulation (see, e.g., U.S. Pat. Nos. 5,284,
761, 5,158,881, 4,976,859 and 4,968,733 and published PCT
patent applications W(092/19195, WO 95/05452, the disclo-
sures of each of which are incorporated herein by reference in
their entirety); injection, either subcutaneously, intrave-
nously, intra-arterially, intramuscularly, or to other suitable
site; or oral administration, in capsule, liquid, tablet, pill, or
prolonged release formulation.

Examples of parenteral delivery systems include ethylene-
vinyl acetate copolymer particles, osmotic pumps, implant-
able infusion systems, pump delivery, encapsulated cell
delivery, liposomal delivery, needle-delivered injection,
needle-less injection, nebulizer, aerosolizer, electroporation,
and transdermal patch.

Formulations suitable for parenteral administration conve-
niently contain a sterile aqueous preparation of the altered
N-glycosylation molecule, which preferably is isotonic with
the blood of the recipient (e.g., physiological saline solution).
Formulations can be presented in unit-dose or multi-dose
form.

Formulations suitable for oral administration can be pre-
sented as discrete units such as capsules, cachets, tablets, or
lozenges, each containing a predetermined amount of the
altered N-glycosylation molecule; or a suspension in an aque-
ous liquor or a non-aqueous liquid, such as a syrup, an elixir,
an emulsion, or a draught.

An altered N-glycosylation molecule (e.g., an altered
N-glycosylation form of a target molecule such as a target
protein) suitable for topical administration can be adminis-
tered to a mammal (e.g., a human patient) as, e.g., a cream, a
spray, a foam, a gel, an ointment, a salve, or a dry rub. A dry
rub can be rehydrated at the site of administration. An altered
N-glycosylation molecule can also be infused directly into
(e.g., soaked into and dried) a bandage, gauze, or patch, which
can then be applied topically. Altered N-glycosylation mol-
ecules can also be maintained in a semi-liquid, gelled, or
fully-liquid state in a bandage, gauze, or patch for topical
administration (see, e.g., U.S. Pat. No. 4,307,717, the content
of which is incorporated herein by reference in its entirety).

Therapeutically effective amounts of a pharmaceutical
composition can be administered to a subject in need thereof
in a dosage regimen ascertainable by one of skill in the art. For
example, a composition can be administered to the subject,
e.g., systemically ata dosage from 0.01 pg/kg to 10,000 png/kg
body weight of the subject, per dose. In another example, the
dosage is from 1 pg/kg to 100 pg/kg body weight of the
subject, per dose. In another example, the dosage is from 1
ng/kg to 30 ng/kg body weight of the subject, per dose, e.g.,
from 3 pg/kg to 10 pg/kg body weight of the subject, per dose.

In order to optimize therapeutic efficacy, an altered N-gly-
cosylation molecule can be first administered at different
dosing regimens. The unit dose and regimen depend on fac-
tors that include, e.g., the species of mammal, its immune
status, the body weight of the mammal. Typically, levels of an
altered N-glycosylation molecule in a tissue can be monitored
using appropriate screening assays as part of a clinical testing
procedure, e.g., to determine the efficacy of a given treatment
regimen.
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The frequency of dosing for an altered N-glycosylation
molecule is within the skills and clinical judgement of medi-
cal practitioners (e.g., doctors or nurses). Typically, the
administration regime is established by clinical trials which
may establish optimal administration parameters. However,
the practitioner may vary such administration regimes
according to the subject’s age, health, weight, sex and medi-
cal status. The frequency of dosing can be varied depending
on whether the treatment is prophylactic or therapeutic.

Toxicity and therapeutic efficacy of such altered N-glyco-
sylation molecules (e.g., an altered N-glycosylation form of
target molecules such as target proteins) or pharmaceutical
compositions thereof can be determined by known pharma-
ceutical procedures in, for example, cell cultures or experi-
mental animals. These procedures can be used, e.g., for deter-
mining the LD50 (the dose lethal to 50% of the population)
and the ED50 (the dose therapeutically effective in 50% of the
population). The dose ratio between toxic and therapeutic
effects is the therapeutic index and it can be expressed as the
ratio LD50/ED50. Pharmaceutical compositions that exhibit
high therapeutic indices are preferred. While pharmaceutical
compositions that exhibit toxic side effects can be used, care
should be taken to design a delivery system that targets such
compounds to the site of affected tissue in order to minimize
potential damage to normal cells (e.g., non-target cells) and,
thereby, reduce side effects.

The data obtained from the cell culture assays and animal
studies can be used in formulating a range of dosage for use in
appropriate subjects (e.g., human patients). The dosage of
such pharmaceutical compositions lies generally within a
range of circulating concentrations that include the ED50
with little or no toxicity. The dosage may vary within this
range depending upon the dosage form employed and the
route of administration utilized. For a pharmaceutical com-
position used as described herein (e.g., for treating a meta-
bolic disorder in a subject), the therapeutically effective dose
can be estimated initially from cell culture assays. A dose can
be formulated in animal models to achieve a circulating
plasma concentration range that includes the IC50 (i.e., the
concentration of the pharmaceutical composition which
achieves a half-maximal inhibition of symptoms) as deter-
mined in cell culture. Such information can be used to more
accurately determine useful doses in humans. Levels in
plasma can be measured, for example, by high performance
liquid chromatography.

As defined herein, a “therapeutically effective amount” of
an altered N-glycosylation molecule is an amount of the
molecule that is capable of producing a medically desirable
result (e.g., amelioration of one or more symptoms of a meta-
bolic disorder or decreased proliferation of cancer cells) in a
treated subject. A therapeutically effective amount of an
altered N-glycosylation molecule (i.e., an effective dosage)
includes milligram or microgram amounts of the compound
per kilogram of subject or sample weight (e.g., about 1 micro-
gram per kilogram to about 500 milligrams per kilogram,
about 100 micrograms per kilogram to about 5 milligrams per
kilogram, or about 1 microgram per kilogram to about 50
micrograms per kilogram).

The subject can be any mammal, e.g., a human (e.g., a
human patient) or a non-human primate (e.g., chimpanzee,
baboon, or monkey), a mouse, a rat, a rabbit, a guinea pig, a
gerbil, a hamster, a horse, a type of livestock (e.g., cow, pig,
sheep, or goat), a dog, a cat, or a whale.

An altered N-glycosylation molecule or pharmaceutical
composition thereof described herein can be administered to
a subject as a combination therapy with another treatment,
e.g., a treatment for a metabolic disorder (e.g., a lysosomal
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storage disorder). For example, the combination therapy can
include administering to the subject (e.g., a human patient)
one or more additional agents that provide a therapeutic ben-
efit to the subject who has, or is at risk of developing, (or
suspected of having) a metabolic disorder (e.g., a lysosomal
storage disorder). Thus, the compound or pharmaceutical
composition and the one or more additional agents are admin-
istered at the same time. Alternatively, the altered N-glyco-
sylation molecule (e.g., protein or dolichol) can be adminis-
tered first in time and the one or more additional agents
administered second in time. The one or more additional
agents can be administered first in time and the altered N-gly-
cosylation molecule (e.g., protein or dolichol) administered
second in time. The altered N-glycosylation molecule can
replace or augment a previously or currently administered
therapy. For example, upon treating with an altered N-glyco-
sylation molecule of the invention, administration of the one
or more additional agents can cease or diminish, e.g., be
administered at lower levels. Administration of the previous
therapy can also be maintained. In some instances, a previous
therapy can be maintained until the level of the altered N-gly-
cosylation molecule (e.g., the dosage or schedule) reaches a
level sufficient to provide a therapeutic effect. The two thera-
pies can be administered in combination.

It will be appreciated that in instances where a previous
therapy is particularly toxic (e.g., a treatment for a metabolic
disorder with significant side-effect profiles), administration
of'the altered N-glycosylation molecule (e.g., protein or doli-
chol) can be used to offset and/or lessen the amount of the
previously therapy to a level sufficient to give the same or
improved therapeutic benefit, but without the toxicity.

In some instances, when the subject is administered an
altered N-glycosylation molecule (e.g., protein, dolichol, or a
dolichol-linked lipid) or pharmaceutical composition of the
invention the first therapy is halted. The subject can be moni-
tored for a first pre-selected result, e.g., an improvement in
one or more symptoms of a metabolic disorder such as any of
those described herein (e.g., see above). In some cases, where
the first pre-selected result is observed, treatment with the
altered N-glycosylation molecule (e.g., an altered N-glyco-
sylation protein or an altered N-glycosylation dolichol) is
decreased or halted. The subject can then be monitored for a
second pre-selected result after treatment with the altered
N-glycosylation molecule (e.g., protein or dolichol) is halted,
e.g., aworsening of a symptom of a metabolic disorder. When
the second pre-selected result is observed, administration of
the altered N-glycosylation molecule (e.g., protein or doli-
chol) to the subject can be reinstated or increased, or admin-
istration of the first therapy is reinstated, or the subject is
administered both an altered N-glycosylation molecule (e.g.,
protein, dolichol, or a dolichol-linked lipid) and first therapy,
or an increased amount of the altered N-glycosylation mol-
ecule (e.g., protein or dolichol) and the first therapeutic regi-
men.

The altered N-glycosylation molecule (e.g., protein or
dolichol) can also be administered with a treatment for one or
more symptoms of a disease (e.g., a metabolic disorder). For
example, the altered N-glycosylation molecule (e.g., protein,
dolichol, or a dolichol-linked lipid) can be co-administered
(e.g., at the same time or by any combination regimen
described above) with, e.g., a pain medication.

It is understood that in some embodiments, an altered
N-glycosylation molecule is one in which the altered glyco-
sylation increases the ability of the molecule to produce a
medically relevant product. For example, an altered N-glyco-
sylation molecule can be an enzyme capable of producing a
therapeutic product (e.g., a small molecule or therapeutic
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peptide), which enzyme’s activity is increased or optimized
by glycosylation. Such products and methods of using the
products are within the scope of the present disclosure.
Any of the pharmaceutical compositions described herein
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Table 2 contains a list of primers (the names of the primers)
and the utility of the primers used in the following examples.

- : ‘ g TABLE 1
can be included in a container, pack, or dispenser together s
with instructions for administration. Plasmids:
The following are examples of the practice of the invention. IMP62
They are not to be construed as limiting the scope of the pYLTsA
invention in any way. pYLHmL
10 pYLHmA
EXAMPLES IMPLL3
IJMP114
pRRQ2
Example 1 JME 507
JME 509
Plasmids, Primers and Strains 15 IME 461
KS-LPR-
. . . . URA3
Table 1 contains a list of all of the plasmids used in the KSIPRLEU2
construction of vectors (e.g., expression Vegtors) and (.1e1et10n Cre ARS6S
cassettes used in the experiments described herein. The LEU2
MTLY 60 strain of Yarrowia lipolytica was used in the experi-
ments.
TABLE 2
Primers: Name: Use:
TCGCTATCACGTCTCTAGC  Ylochl prom fw Amplification Y1OCH1
(SEQ ID NO: 18) Amplification Y1OCH1 P fragment
TCTCTGTATACTTGTATGT Ylochl ter rev Amplification Y1OCH1
ACTG (SEQ ID NO: 19) Amplification Y1OCH1 T fragment
CTAGGGATAACAGGGTAA Y10CH1 Pfrag rev Amplification P fragment incl
TGGTGTGACGAAGTATCG I-Scel site
AG (SEQ ID NO: 20)
CATTACCCTGTTATCCCTA  Y1OCH1 Tfrag fw Amplification T fragment incl
GCGAGATCATGGACTGG I-Scel site
(SEQ ID NO: 21)
GACGCGGCCGCATGAGCT Y1IMNS1 ORF + Ter Amplification of YIMNS1 P frag.
TCAACATTCCCAAAAC (Pfrag) S (ORF + terminator)
(SEQ ID NO: 22)
CTAGGGATAACAGGGTAA Y1MNS1 ORF + Ter Amplification of YIMNS1 P frag.
TACAAAATTCAGAAATAA (Pfrag) AS (ORF + termin.) + I-Scel
AAATACTTTACAG (SEQ
ID NO: 23)
CATTACCCTGTTATCCCTA  YIMNS1 Tfrag S Amplification of YIMNS1 T frag.
AGTAACATGAGTGCTATG (downstream terminator.) + I-Scel
AG (SEQ ID NO: 24)
CGCTTAATTAAATGCATGG YIMNS1 Tfrag AS Amplification of YIMNS1 T frag.
AGGTATTGCTG (SEQ ID (downstream terminator.)
NO: 25)
GGTGCTTCGACTATCAGTT  ScMNS1 mut 269-273 S ScMNS1 mutation primer to shift to
TCGGAGGATTGGGTGATTC mam. Golgi type mannase => proof
TTTTTATG (SEQ ID of concept in Sc
NO: 26)
CATAAAAAGAATCACCCA ScMNS1 mut 269-273 YIMNS1 mutation primer to shift to
ATCCTCCGAAACTGATAGT AS mam. Golgi type mannase => proof
CGAAGCACC (SEQ ID of concept in Sc
NO: 27)
TGAGCGGCCGCTTTTCTAC  YIMNNS P fw Y1MNN9 KO primer
TTCAGAGCTGGAG (SEQ
ID NO: 28)
GGCTTAATTAATTGGTAGT YIMNNS T rv Y1MNN9 KO primer
GATATAATGTAACGC (SEQ

ID NO: 29)
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TABLE 2-continued
Primers: Name: Use:
TAGGGATAACAGGGTAAT Y1IMNNO P rv YIMNNS KO primer
CACGACACATACTCATTCA
AG (SEQ ID NO: 30)
ATTACCCTGTTATCCCTAG YIMNNO T fw YIMNNS KO primer
AAGGAGATGTAGCGTAAG
(SEQ ID NO: 31)
TGATAAATAGCTTAGATAC LIP2 zrv Reverse primer used for sequencing
CACAG (SEQ ID NO: 32)
ACATACAACCACACACAT 5' hp4d Forward primer used for sequencing
C (SEQ ID NO: 33)
GGCGGATCCATGGTGCTGC  Y1MNN4 BamHI fw Forward primer for amplification of
ACCCGTTTC (SEQ ID Y1MNN4
NO: 34)
GGCCCTAGGCTACTCAAAC  Y1MNN4 AvrII rv Reverse primer for amplification of
TCCTCGCGAATC (SEQ ID Y1MNN4
NO: 35)
GGTCTCGCCAGCGCGCCCA HAC1FW06-003 Forward primer region around
CCCTCTTC (SEQ ID HAC1 splice site
NO: 36)
CTAGATCAGCAATAAAGT HAC1Rv06-001 Reverse primer region around HAC1
CGTGCTGGGC (SEQ ID splice site
NO: 37)
GGATCCATGTCTATCAAGC HAC1Fw06-002 Amplification of HAC1l gene
GAGAAGAG TCC (SEQ ID includes start codon and BamHI
NO: 38) resgtriction site
CCTAGGCTAGATCAGCAAT HAC1RV06-006 Amplification of HAC1l gene
AAAGTCGTGCTGGGC (SEQ includes stop codon and AvrII
ID NO: 39) resgtriction site

Example 2
Yarrowia lipolytica OCH1 and MNNO Disruption

A strategy to knock out both OCH1 (GenBank® Accession
No: AJ563920) and MNN9 (GenBank® Accession No:
AF441127) genes in Yarrowia lipolytica was set up as
described in Fickers et al. ((2003) J Microbiol Methods.
55(3):727-37) for the LIP2 gene. The gene construction strat-
egy that was followed for the OCH1 gene is depicted in FIGS.
5A-5E.

The OCH1 KO fragment was isolated from the plasmid
YIOCH1 PUT TOPO by restriction digest and by PCR and
was transformed to Yarrowia lipolytica strain MTLY60. 20
uracil prototrophic strains were obtained and screened by
PCR on genomoic DNA (gDNA) using primers Ylochl prom
fw (SEQ ID NO:18) and Ylochl ter rev (SEQ ID NO:19) to
analyse the genomic integration of the plasmid. A fragment of
the correct size (i.e., 2618 bp vs. 1894 bp in the wild type) was
amplified in 2 of the 20 clones tested. Several clones con-
tained a random integrated copy of the construct and therefore
both fragments were amplified.

To remove the URA3 gene, the two positive clones were
transformed with the episomal plasmid pRRQ2 that contains
an expression cassette for the Cre recombinase. Removal of
the URA3 gene was screened for by PCR on gDNA using
primers Ylochl prom fw and Yloch1 ter rev (see above). The
2328 bp fragment (incl. URA3) was absent from, and a 1075
bp (excl. URA3) fragment of 1075 bp was present in, the
positive clones.
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A Southern blot analysis was performed on the 2 positive
clones to check whether aberrant DNA integration had
occurred. Genomic DNA (gDNA) was double digested with
EcoRV/HindIIl, subjected to agarose-gel electrophoresis,
and transferred to nitrocellulose membrane. The membrane
was probed with a 500 bp Spel/I-Scel fragment from plasmid
YIOCHI1 PT TOPO. A fragment of 1456 bp was present in
Aochl PUT, whereas a fragment of 2066 bp in Aochl PT and
a fragment of 2893 bp in the wild type strain was present.

A construction strategy to inactivate MNNO was set up and
is depicted in FIGS. 6A and 6B.

The disruption fragment was cut out of plasmid
YIMNN9PUT TOPO by a Notl/Pacl double digest and trans-
formed to MTLY60 and Aochl PT clone 9. Several URA3
positive clones were obtained for both strains and they were
screened for correct integration of the construct by PCR on
gDNA after single clones were isolated. A fragment of 2349
bp was amplified in the disruptant strains, whereas in the
non-transformants, a fragment of 2056 bp was amplified
using primers YIMNNO P fw and YIMNNO T rv. (Table 2).

To analyze the N-glycan structures that were synthesized
by the mutant strains, DSA-FACE was performed on glycans
derived from mannoproteins (FIG. 7). The wild-type
(MTLY60) strain has as main core type glycan structures
mainly MangGleNAc, (structural formula I; FIG. 4A) and a
substantial amount of Man,GlcNAc, (structural formula II;
FIG. 4A) the latter most probably containing an additional
mannose as a result of Ochlp activity. Furthermore, some
larger structures can be seen. The Aochl strain has mainly
MangGleNAc, (structure formula I) and a small portion of



US 9,206,408 B2

45

Man,GlcNAc, (structural formula II; FIG. 4A), both of
which are sensitive to a-1,2-mannosidase treatment (indi-
cated Aochl «-1,2-man) resulting in trimming to
ManGleNAc, (structural formula IV; FIG. 4A). The Amnn9
strain accumulates more Man,GlcNAc, (structural formula
1I; FIG. 4A) than the Aochl strain, which indicates that
Mnn9p is involved in the elongation of the glycan structure
subsequent to Ochlp activity. The double mutant Aochl
Amnn9 displays a glycosylation phenotype that resembles the
one from the Aochl strain.

Example 3
Mutagenesis of MNS1

MNS1 (ER a-1,2-mannosidase) is involved in the trim-
ming of the Man,GlcNAc, to MangGlcNAc, and has a strict
substrate specificity in the sense that it is only able to trim the
a-1,2-mannose that is linked to the a-1,3-mannose of the
central arm (FIG. 2). To determine where the MNS1 gene
could be mutagenized in order to shift its substrate specificity
towards a Golgi type a-1,2-mannosidase, the primary
sequences of several ER type mannosidases were compared
with Golgi type mannosidases. One region that is different
between the two classes was identified. In addition, an oli-
gosaccharide that was crystallised in the catalytic site of the
Golgi type mannosidase into the yeast MNS1 was also ana-
lyzed to identify possible interactions between sugar and
protein. Surprisingly, the same sites were identified using
both methods.

The MNS1 gene from Saccharomyces cerevisiae (Gen-
Bank® Accession No: 249631, sgd: YIR131W) was mutated
in order to change its substrate specificity. Three mutated
versions were made: two with one mutation (R273L and
R273G) and one with 3 mutations (R269S/S272G/R273L) in
the same region:

A) R273L (arginine 273 to leucine)

B) R273G (arginine 273 to glycine)

C) R269S/5272G/R273L. (arginine 269 to serine/serine 272
to glycine/arginine 273 to leucine).

All mutations were made using the Quick Change (Strat-
agene) mutagenesis kit. Constructs were made to express the
3 different mutant genes under control of the strong consti-
tutive TPI1 promoter. Oligonucleotides CGACTATCCGGT-
TCGGATCATTGGGTGATTCTTTTTATGAG (SEQ 1D
NO:40) and CTCATAAAAAGAATCACCCAATGATC-
CGAACCGGATAGTCG (SEQ ID NO:41) were used to gen-
erate mutant R273L, and oligonucleotides CGACTATCCG-
GTTCGGATCAGGTGGTGATTCTTTTTATGAG (SEQ ID
NO:42) and CTCATAAAAAGAATCACCACCTGATC-
CGAACCGGATAGTCG (SEQ ID NO:43) were used to
obtain mutant R273G using the wild type gene as a template.
Oligonucleotides GGTGCTTCGACTATCAGTTTCGGAG-
GATTGGGTGATTCTTTTTATG (SEQ ID NO:44) and
CATAAAAAGAATCACCCAATCCTCCGAAACTGATA-
GTCGAAGCACC (SEQ ID NO:45) were used to obtain
mutant R269S/S272G/R273L using mutant R273L as tem-
plate DNA. Via PCR reaction using oligonucleotides
CCCGATATCGGATCCATGAAGAACTCTGTCGGTATT-
TC (SEQ ID NO:46) and GGGAAGCTTAACGCGGTTC-
CAGCGGGTCCGGATACGGCACCGGCGCACCCAA-
CGAC CAACCTGTGGTCAG (SEQ ID NO:47) the coding
sequence of an E-tag was added at the 3' end of the mutant and
the wild type MNSlopen reading frames to allow protein
detection after expression. An overview of the construction
strategy is presented in FIGS. 8A-8E.
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The three constructs, as well as the non-mutated gene (as a
negative control), were transformed to S. cerevisiae strain
XW27 (MATa leu2 ura3 trpl his3 ade2 lys2 ochl:LEU2
mnnl::URA3 mnn6::ADE2) using TRP1 as a selection
marker after digestion of the plasmids with Xbal to direct the
construct to the TRP1 locus in the S. cerevisiae genome. The
latter strain is able to synthesize uniform Man,GIcNAc, (on
its glycoproteins. If the mutated enzyme is active this
MangGleNAc, (structural formula I; FIG. 4A) should be
trimmed to MansGleNAc, (structural formula IV; FIG. 4A),
Man GleNAc, (structural formula V; FIG. 4A) and/or
Man,GlcNAc, (structural formula VI; FIG. 4A).

Tryptophan prototrophic strains were isolated, grown in
liquid SDC-trp medium and mannoproteins were prepared.
N-glycans derived from mannoproteins were analysed via
DSA-FACE. As can be appreciated from FIG. 9, a small
amount of MangGlcNAc, (structural formula I; FIG. 4A)
from the strains that contain the R273G and R269S/S272G/
R273L mutations are converted to MansGlcNAc, (structural
formula IV; FIG. 4A), Man,GlcNAc, (structural formula V;
FIG. 4A) and Man,GIcNAc, (structural formula VI; FIG.
4A). The expression of the other mutant or the wild type gene
cause an altered N-glycosylation phenotype. To evaluate
whether all mutants are equally well expressed, a Western
blot analysis was performed using an antibody specific for an
E-tag (a 13 amino acid epitope added to the MNS1 proteins).
All mutant proteins, as well as the wild-type MNS1 protein,
were expressed equally well.

Example 4
Increasing Phosphorylation
Expression of Yarrowia lipolytica MNN4

To increase the phosphorylation of MangGlcNAc,, Yar-
rowia liplytica MNN4 (ahomologue of the P. pastoris PNO1)
was overexpressed in Yarrowia lipolytica to promote the core
type phosphorylation of N-glycans.

The coding sequence of the Yarrowia lipolytica MNN4
(XM__503217, YALIOD24101g) gene was amplified using
primers GGCGGATCCATGGTGCTGCACCCGTTTC
(YIMNN4 BamHI fw; SEQ ID NO:34) and GGCCCTAG-
GCTACTCAAACTCCTCGCGAATC (YIMNN4 Avrll rv;
SEQ ID NO:35). This open reading frame (ORF) was cloned
into the plasmid using BamHI and AvrlI sites, which placed
the ORF under control of the hp4d promoter of plasmid
pYIHURA3 that contains the URA3d1 gene as a selection
marker and the zeta sequences for improving random integra-
tion (FIG. 10).

Prior to transformation in the MTLY 60 Aochl strain, the
plasmid containing the MNN4 expression cassette was
digested either with Eco47III for integration in the URA3
locus, Pvul for integration in the MNN4 locus, or RsrIl/BstBI
for random integration. Transformants targeted to the URA3
and MNN4 locus were analysed by PCR using a primer in the
hp4d promoter and one in the LIP2 terminator. Transformants
with random integration of the construct were evaluated by
Southern blot analysis.

To evaluate whether manno-phosphorylation was
increased we analysed N-glycans derived from secreted gly-
coproteins after 48 hours culture in YPD medium by DSA-
FACE capillary electrophoresis (FIG. 11). The amount of
MangGleNAc, (structural formula I) was drastically reduced
in favour of two structures that migrate faster (compared to
MangGleNAc, (structural formula I; FIG. 4A)) and that are
likely to contain one (P) (structural formula X or XI; F1G. 4B)
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and two (PP) (structural formula XII; FIG. 4B) phosphate
residues, respectively (FIG. 11). Thus, it can be concluded
that the random integrated expression cassettes perform bet-
ter than the cassettes integrated in the URA3 locus or the
MNN4 locus, in that order. The MZ2 exhibited the highest
level of phosphorylation.

Assuming that both peaks derive from the Man,GlcNAc,
(structural formula I; FIG. 4A) peak, the amount of
Mang GlcNAc, converted to phosphorylated glycans was
quantitated (Table 3).

TABLE 3
Phosph-
N-glycan struct. height area % signal Status
Strain Aochl
MB82P (struct. form. XII) 18 302 1.02826  18.91045%
MB8P (struct. form. X or XI) 261 5252 17.88219
M8 (struct. form. I) 928 23816  81.08955  81.08955*
29370 100 100
Strain MUS
MB82P (struct. form. XII) 1319 19736 27.16773  81.17283*
MB8P (struct. form. X or XI) 2025 39232 54.00509
M8 (struct. form. I) 539 13677  18.82717  18.82717*
72645 100 100
Strain MZ2
MB82P (struct. form. XII) 1182 17662 27.75299  83.11282*
MB8P (struct. form. X or XI) 1803 35231  55.35984
M8 (struct. form. I) 419 10747  16.88718  16.88718*
63640 100 100

Table 3 Legend:

Height and area refer to the peak height and peak area as determined from electrophero-
grams.
“% signal” refers to the proportion of each glycan in the N-glycan mixture.

The numbers identified by asterisk depict the proportion of phosphorylated MangGny (top)
and the proportion of non-phosphorylated MangGn, (bottom).

These results indicated that more than 80% of
MangGleNAc, (structural formula I; FIG. 4A) that is present
in the parent Aochl is phosphorylated in the strain that over
expresses the YIMNN4 gene.

Example 5

Modifying Glycosylation by Lipid-Linked
Oligosaccharide Modification in the Endoplasmic
Reticulum

Materials and Methods

Strains, Culture Conditions and Reagents.

Escherichia coli strains MC1061 or TOP10 or DH5c. were
used for the amplification of recombinant plasmid DNA and
grown in a thermal shaker at 37° C. in Luria-Broth (LB)
medium supplemented with 100 ng/ml of carbenicillin or 50
pg/ml of kanamycin depending on the plasmids used.

Yarrowia lipolytica MTLY 60 (ura3 leu2) strain was used as
parent strain. All yeast strains were cultured in a 28° C.
incubator. They were grown on YPD medium (2% dextrose,
2% bacto-peptone and 1% yeast extract) or synthetic dextrose
complete (SDC) medium (0.17% YNB w/o amino acids and
without ammonium sulphate, 1% glucose, 0.5% NH,CI, 50
mM K/Na phosphate buffer pH 6.8 and 0.077% Complete
Supplement Mixture (Qbiogene Inc, Morgan Irvine, Calif.)).
For selection of Ura+ and Leu+ transformants 0.077% CSM-
ura or CSM-leu was added respectively.
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Standard Genetic Techniques.

Transformation competent cells of Yarrowia lipolytica
were prepared as described in Boisrame et al. (1996) J. Biol.
Chem. 271(20):11668-75, the disclosure of which is incor-
porated herein by reference in its entirety. Genomic DNA
from all yeast strains was isolated using a published protocol
(Epicenter Kit catologue No. MPY80200; Epicenter Biotech-
nologies, Madison, Wis.). The protocol involves non-enzy-
matic cell lysis at 65° C., followed by removal of protein by
precipitation and nucleic acid precipitation and resuspension.
PCR amplification was performed in a final volume of 50 pl
containing 5 pl of 10x buffer (200 mM Tris-HCI pH8.4 and
500 mM KCl), avariable quantity of MgCl,, 2.5 uM dNTP, 50
ng of template, 50 pmol of the proper primers and 2.5 units of
either Taq or Pfu DNA polymerase. Cycling conditions used
were as follows: denaturation at 94° C. for 10 minutes fol-
lowed by hot start and 30 cycles of 94° C. for 45 seconds,
suitable annealing temperature for 45 seconds and extension
at72° C. for 1 minute per kb followed by 10 min of extension
at72° C. DNA fragments (PCR products or fragments) recov-
ered from gel were purified using NucleoSpin extract II (Ma-
cherey-Nagel). DNA sequencing was performed by VIB
Genetic Service Facility (Antwerp, Belgium).

Vector Construction.

(1) Knock-out (gene-replacement) of the ALLG3 gene. The
promoter fragment (P) of the ALG3 gene (GenBank® Acces-
sion No: XM_ 503488, Genolevures: YALIOE03190g) was
amplified from genomic DNA of the Yarrowia lipolytica
MTLY60 strain by PCR with SCAGTGCGGCCGCACTC-
CCTCTTTTCACTCACTATTG3' (SEQ ID NO:48) and
S'CATTACCCTGTTATCCCTACGCTCAGATCCAATTG-
TTTTGGTGGTC3' (SEQ ID NO:49) as the forward and
reverse primers, respectively, using Taq polymerase (Invitro-
gen). The overhanging A nucleotide was removed with T4
DNA polymerase (Fermentas, Ontario, Canada). The termi-
nator fragment (T) of the ALG3 gene was amplified from
genomic DNA of the Yarrowia lipolytica MTLY 60 strain by
PCR with SGTAGGGATAACAGGGTAATGCTCTCAAG-
GACGGACCAGATGAGACTGTTATCG3' (SEQ 1D
NO:50) and S'GACTTTAATTAAACCCTATGTGGCACCT-
CAACCCACATCTCCCGTC3' (SEQ ID NO:51) as the for-
ward and reverse primers, respectively, using the proofread-
ing Pfu DNA polymerase (Fermentas). Because of
overlapping primer sequences containing an IScel restriction
site, both fragments could be linked by PCR with the P-for-
ward primer and the T-reverse primer. This co-amplicon was
then subcloned in a pCR-2.1 TOPO TA (Invitrogen) vector
and the correctness of the co-amplicon’s sequence was con-
firmed by sequencing. The co-amplicon was then cloned
using the Notl-Pacl sites into an intermediate vector.

(i1) Overexpression of the ALG6 gene. The ALG6 ORF
(1725 bp) together with the terminator (415 bp downstream)
of'the AL.G6 gene (GenBank® Accession No: XM_ 502922,
Genolevures: YALIOD17028g) were cloned from genomic
DNA of'the Yarrowia lipolytica MTLY 60 strain by PCR with
S'CAGTGGATCCATGAACTCTCCTATTTTCACTACCG-
3' (SEQ ID NO:52) and 5'GACTCCTAGGAAGCTTCCAG-
GTTACAAGTTGTTAC3'(SEQ ID NO:53) as the forward
and reverse primers, respectively, using the proofreading Pfu
DNA polymerase (Fermentas). The sequence was cloned in
pCR-Blunt II-TOPO (Invitrogen) and the correctness of the
ALG6 ORF sequence was confirmed by sequencing (as
above). Next, the ALG6 ORF was cloned in a vector (pYL-
HmA) containing the hp4d promoter via BamHI and Avrll
and subsequently cloned in the intermediate vector via the
unique restriction sites Clal and HindIII present in the termi-
nator fragment of ALG3.
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(iii) Selection marker cassette. To remove the selectable
marker URA3 from the host genomic DNA, the Cre-lox
recombination system was used, e.g., as described by Fickers
et al. ((2003) J. Microbiol. Methods 55(3):727-737, the dis-
closure of which is incorporated herein by reference in its
entirety). Upon expression of the Cre recombinase from the
plasmid pRRQ2 (hp4d-cre, LEU2) (a gift from the Institut
National de Recherche Agronomique (INRA)), the marker
gets excised by recombination between the two lox sites. In
both constructs, with and without the ALG6 overexpression
cassette, the URA3 selection marker flanked by lox sites, was
inserted in the introduced I-Scel site between P and T frag-
ments of the vector, resulting in a “PUT” construct.
Preparation of Mannoproteins.

Yeast strains were grown overnight in 10 ml standard YPD
medium in 50 ml falcon tubes, rotating at 250 rpm in a 28° C.
incubator. The cells were then pelleted by centrifugation at
4000 rpm at 4° C. The supernatants were removed, and the
cells were first washed with 2 ml of 0.9% NaCl solution
followed by two washes with 2 ml of water and subsequently
resuspended in 1.5 ml of 0.02 M sodium citrate pH 7 in a
microcentrifuge tube. After autoclaving the tubes for 90 min-
utes at 121° C., the tubes were vortexed and the cellular debris
was pelleted by centrifugation. The supernatants were col-
lected and the mannoproteins were precipitated overnight
with 4 volumes of methanol at 4° C. with rotary motion. The
precipitate was then obtained by centrifugation of the alcohol
precipitated material. The pellets were allowed to dry and
dissolved in 50 pl of water.

Sugar Analysis.

DNA sequencer-assisted (DSA), fluorophore-assisted car-
bohydrate electrophoresis (FACE) was performed with an
ABI 3130 DNA sequencer as described by Callewaert et al.
(2001; supra). Briefly, glycoproteins were denatured for 1
hour in RCM buffer (8M urea, 360 mM Tris pH 8.6 and 3.2
mM EDTA) at 50° C. followed by immobilization on a
prewetted PVDF membrane of a IP plate containing 15 ul
RCM. Prewetting of the membrane was done with 300 pl
MeOH, 3 times washed with 300 pl water and 50 ul RCM,
followed by vacuum removal. The glycoproteins were
reduced for 1 hour with 50 pul 0.1M dithiothreitol and washed
3 times with 300 pl water. A 30 minute incubation in the dark
with 50 pl 0.1M iodoacetic acid was used to carboxymethy-
late the SH groups, followed by 3 washes with 300 ul water.
The plates were subsequently incubated for 1 hour with 100 ul
1% polyvinylpyrrolidone 360 to saturate the unoccupied
binding sites on the membrane, again followed by 3 washes
with 300 pul water. Next, the N-glycans were released by 3
hours treatment with peptide: N-glycosidase F (PNGase
F)xU in 50 pl of 10 mM Tris-acetate pH 8.3. N-glycans were
recuperated and derivatized with the fluorophore 8-aminopy-
rene-1,3,6-trisulfonate (APTS) by reductive amination. This
was accomplished with an overnight (ON) incubation at 37°
C.with 1 plof 1:1 mixture of 20 mM APTS in 1.2M citric acid
and 1M NaCNBH; in DMSO and quenching by addition of 4
ul water. Excess label was removed by size fractionation on
Sephadex G-10 resin. The remaining labeled N-glycans were
then concentrated by evaporation. The N-glycans of RNase B
and an oligomaltose ladder were included as size markers.
Data analysis was performed using Genemapper® software
(Applied Biosystems). Glycosidase digests on the labeled
sugars were performed ON at 37°C. in 100 mM NH,AC pHS.
Additional Jack bean (JB) mannosidase was added after ON
digestion and left for another 24 hours at 37° C.

Disruption of the ALG3 gene in Yarrowia lipolytica

To disrupt the ALG3 gene, a vector was generated that
includes parts of the promoter and terminator of ALLG3 and

10

15

20

25

30

35

40

45

50

55

60

65

50

has a URA3 selection marker cassette and was designated
pYLalg3PUT. A Notl and Pacl site were integrated to linear-
ize the vector and thereby remove the E. coli related DNA
elements. Double homologous recombination at the promoter
and terminator site was used to replace ALG3 with the URA3
selectable marker, which resulted in an alg3::URA3 mutant
strain. The knockout strategy applied was described by Fick-
ers et al. (2003; supra) and makes use of the Cre-lox recom-
bination system, that facilitates efficient marker rescue. Upon
integration in the genomic ALG3 contig the Alg3p a-1,6-
mannosyltransferase activity should be lost. This was moni-
tored by analyzing the glycosylation pattern of the manno-
proteins of several transformants. The N-glycans derived
from mannoproteins were analysed by DSA-FACE (capillary
electrophoresis) and treated with a selection of exoglycosi-
dases to reveal the structures. Seven out of 24 transformants
gave a change in glycosylation profile (three of which are
depicted in FIG. 13). In all seven transformants, correct inte-
gration of the knockout cassette in the genome could be
confirmed by PCR. Three main glycan structures were found
by analyzing the profiles: (i) one (structural formula VII; FIG.
4A) that runs at the same size as the Man;GIcNAc, structure
of RNase B (the latter being structural formula IV; FIG. 4A);
(ii) one at a distance of one glucose-unit extra; and (iii) one at
the distance of two extra glucose-units. (FIG. 13). These
results indicate that ALG3 was disrupted in these cells.

Overexpression of a-1,6-mannosyltransferase Alg6p

A strategy was developed in which a constitutively active
overexpression cassette for the first glucosyltransferase, i.e.,
Alg6p, was incorporated into the alg3 gene replacement vec-
tor. This vector was designated pYLalg3PUT-ALG6. A Notl/
Pacl fragment of this vector was transformed into the Yar-
rowia lipolytica MTLY 60 strain. In this way, disruption of
ALG?3 and overexpression of ALG6 under control of the hp4d
promoter is achieved. Correct integration in the genome was
again confirmed by PCR. DSA-FACE analysis of the N-gly-
cans derived from mannoproteins showed that half of the
transformants, i.e., 12 out of 24, exhibited a change in glyco-
sylation pattern comparing to the WT strain. Overexpression
of ALG6 led to a mild clonal variation (FIG. 13).

Identification of the N-Glycan Structures

To further elucidate the nature of the glycan structures from
the experiments described above, in vitro digests of glycans
derived from the mannoproteins (as above) were performed
with a selection of exoglycosidases. The mannoprotein gly-
cans were analyzed with the following enzymes: a.-1,2-man-
nosidase; a-mannosidase (JB) and glucosidase II. Three
observed glycanstructures represent MansGlcNAc, (struc-
tural formula VII; FIG. 4A), GlcMansGlcNAc, (structural
formula VIII; FIG. 4B) and Glc,Man,GIcNAc, (structural
formula IX; FIG. 4B) (FIG. 14). These results indicate that
there is very little to no high mannose elongation by a-1,6-
mannosyltranferases (e.g., Ochlp).

To determine if ALG6 overexpression is necessary for
promoting N-glycosylation site-occupancy, Lipase 2 (LIP2)
from Yarrowia lipolytica was expressed in three different
strains of Yarrowia: MTLY60, MTLY60Aalg3 and
MTLY 60Aalg3 ALG6. A construct for the Yarrowia lipolytica
LIP2, under control of a TEF constitutive promoter was
obtained from INRA. The expression cassette was trans-
formed to the above-mentioned strains and the expression of
the protein was verified by subjecting the supernatant pre-
pared from the transformed cells to SDS-PAGE analysis
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(FI1G. 28). The Lip2p protein has 2 glycosylation sites. Lip2p
protein derived from the alg3-deficient (“knockout™) yeast
strain was resolved by SDS-PAGE into three distinct bands
that were visualized using Coomassie blue staining of the gel
(FIG. 28). To confirm that all three forms of protein in the gel
were different glycosylation forms of the Lip2p protein,
Lip2p protein obtained from the alg3-deficient (“knockout™)
yeast strain was subject to treatment with PNGase F (an
enzyme that removes oligosaccharide residues from glyco-
proteins) and then subjected to SDS-PAGE analysis as
described above. Treatment of the Lip2p protein with
PNGase F resulted in a single band (which had the same
molecular weight as non-glycosylated Lip2p) on the gel fol-
lowing Coomassie blue staining and indicated that all three
forms of protein previously observed were different glycosy-
lation forms of the same Lip2p molecule. The same is true for
the Lip2p derived from the alg3 AL.G6 strain. However, the
amount of protein in a reduced glycosylation form is
decreased. Thus, it can be concluded that overexpression of
ALG6 can (at least partially) restore N-glycosylation site-
occupancy, which is reduced in the alg3 knockout mutant
yeast strain.

Removing Capping Glucose Structures

Next, to eliminate mono (structural formula VIII; FIG. 4B)
and bi-glucosylated (structural formula IX; FIG. 4B)
Man,GleNAc, (structural formula VII; FIG. 4B) structures in
vivo, cells were genetically engineered to overexpress the
a-subunit of the enzyme glucosidase II. The o subunit of
glucosidase II of Yarrowia (GenBank® Accession No:
XM__500574) and the o subunit of glucosidase Il Trypano-
soma brucei (GenBank® Accession No: AJ865333) were
independently cloned as two strategies to overexpress the
protein. The a subunit of glucosidase II Trypanosoma brucei
was chosen since its natural substrate is GlcMansGIlcNAc,
(structural formula VIII; FIG. 4B). Both genes were cloned
under control of the constitutive hp4d promoter and their
plasmids contain the URA3 marker. These constructs were
transformed into alg3 mutant yeast strains, both with and
without ALG6 overexpression.

Oligosaccharides were prepared from secreted proteins
derived from cultured cells containing the constructs and the
profile of the oligosaccharides was determined by DSA-
FACE analysis. All transformants gave the same DSA-FACE
profile, two different clones of each glucosidasell o are
depicted in FIG. 29. From these results it was concluded that
the overexpression of either the Yarrowia or the Trypanosoma
glucosidase I a subunit has only a minor effect on the amount
of mono (structural formula VIII; FIG. 4B) and bi-glucosy-
lated (structural formula IX; FIG. 4B) ManGlcNAc, (struc-
tural formula VII; FIG. 4A) structures.

Expression of Glucosidase II a-Subunits of Yarrowia
lipolytica and Trypanosoma brucei Tagged with an
HDEL Sequence

To improve the effect of the expression of Yarrowia or the
Trypanosoma glucosidase Il o subunit on removing glucose
residues from MansGlcNAc, in vivo, a nucleic acid encoding
an HDEL tag was added using molecular biology techniques
in frame to the 3' end of the nucleic acid encoding each of the
two GIsll a enzymes. The HDEL tag was meant to serve as a
retrieval mechanism from the Golgi to the ER. Plasmids
encoding HDEL-tagged glucosidase II sequences from both
Yarrowia lipolytica (Y.1.) and Trypanosoma brucei (Tb.)
under control of the hp4d promoter were transformed to the
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alg3 KO strain with and without overexpression of the ALG6
gene. As can be seen in FIG. 30, overexpression of the Yar-
rowia lipolytica glucosidase 11 o subunit had only a minor
effect on the amount of glucosylated structures. In contrast,
overexpressing the a-Glucosidase I1 of Typanosoma brucei o.
subunit with an extra HDEL tag leads to a reduction of the
mono-glucose peak (see FIG. 31).

Treatment of Glucosylated Glycans with Mutanase

The above-described results demonstrate one exemplary
means of reducing mono-glucosylated forms of
ManGleNAc,. To reduce bi-glucosylated forms of

Man,GlcNAc, from glycoproteins, the mutanase of I” har-
zianum was investigated as one potential solution. An enzyme
preparation was obtained from Novozymes (Novozyme 234;
Bagsvaerd, Denmark) and was used to digest oligosaccha-
rides in vitro. That is, mutanase was added in different con-
centrations to the oligosaccharides derived from a alg3 ALG6
strain (glycans: MansGlcNAc,, GlcMansGlcNAc, and
Glc,Man,GIcNAc,). As shown in the DSA-FACE profile of
FIG. 32, the bi-glucose peak observed in the oligosaccharides
was effectively reduced.

Next, the mutanase of 7. harzianum was overexpressed in
vivo. An HDEL-sequence containing mutanase was synthe-
sized as a codon-optimized cDNA for expression in Yarrowia
lipolytica. The mature protein was cloned in frame with the
LIP2 pre signal sequence under control of the TEFL promoter
(FIG. 33). This construct is transformed into alg3 mutant
yeast strains, both with and without ALG6 overexpression.
Oligosaccharides are prepared from cultured cells containing
the construct and the profile of the oligosaccharides is deter-
mined by DSA-FACE analysis. It is expected that the DSA-
FACE profile will show a reduction in the bi-glucose peak
observed in the oligosaccharides. From these results it will be
concluded that the overexpression of mutanase in vivo is
effective at reducing the bi-glucose peak observed in oli-
gosaccharides as compared to cells not overexpressing the
mutanase.

Co-Expression of Y1 GIslI a- and § Subunits

It is known that the a- and p-subunits of glucosidase 11
form a heterodimeric complex whereby the [-subunit is
responsible for retrieval of the complex to the ER and is also
involved in substrate recognition, whereas the a.-subunit con-
tains the catalytic activity. Since the overexpression of only
the a-subunit of glucosidase II had a small effect on bi-
glucose oligosaccharide structures, the a- and f-subunits
were co-expressed.

The open reading frame of the f-subunit (YALLIOB03652g)
was amplified from genomic DNA that was isolated from the
MTLY60 strain using PCR and was cloned under control of
the TEF1 and hp4d promoter. The constructs were made with
LEU2 as a selection marker and with the glucosidase II §-sub-
unit under control of the TEF1 and the hp4d promoter. These
were transformed to the alg3 knockout strains with and with-
out ALLG6 overexpression and overexpressing the Yarrowia
lipolytica Glucosidase II o subunit with and without an
HDEL sequence tag. N-glycans were prepared from proteins
secreted from the cells and the DSA-FACE profiles of the
N-glycans are depicted in FIGS. 33 and 34 (alg3 knockout
with overexpression of ALG6). It can be concluded from
these profiles that overexpressing the 3 subunit of glucosidase
II from Yarrowia lipolytica did have a positive effect on the
trimming of the glucosylated sugars. In general, the efficacy
of the P subunit of glucosidase II was improved when
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expressed under the TEF1 promoter. The glucosylated struc-
tures were even more reduced when the Yarrowia lipolytica
glucosidase II o subunit contained an HDEL tag (FIGS. 33
and 34).

For alg3-deficient cells without ALG6 overexpression,
similar results regarding reduction of glucosylated structures
were observed for each of the different cell populations (FIG.
35).

Expression of Aspergillus GlsIl a and b Subunit

In order for the glucose residues to be removed from the
glucose bearing structures that occur in alg3-deficient back-
ground, the Aspergillus niger mature (lacking signal peptide)
glucosidase I a and § were synthesized as codon-optimized
c¢DNA for expression in Yarrowia lipolytica (a-subunit (SEQ
ID NO:7; FIGS. 36 A-36B) f-subunit: (SEQ ID NO:8; FIG.
37). Aspergillus niger (An) glucosidase o subunit was cloned
under control of the constitutive TEF1 and hp4d promoters
and had URA3 gene as a selection marker. The expression
cassettes (ORFs under control of TEF1 and hp4d) were trans-
formed to Yarrowia lipolytica alg3ALG6 strain. Transfor-
mant candidates were grown in YPD and glycans from
secreted proteins were analysed by DSA-FACE. It can be
deduced from FIG. 38 that the two glucosylated structures are
less abundant in the transformant strains compared to the
non-transformant (alg3 ALG6).

To further reduce the glucosylated glycan structures a con-
struct is made with -subunit of the Aspergillus niger glucosi-
dase II under control of TEF1 promoter or hp4d promoter
with LEU2 as a selection marker. This construct is trans-
formed to Yarrowia lipolytica alg3 AL.G6 strain expressing
the An glucosidase II a-subunit. It is expected that expression
of the p-subunit of the Aspergillus niger glucosidase II will
result in a decrease in glucosylated structures in Yarrowia
lipolytica cells.

Example 6

Identification of the HAC1 Intron and Cloning and
Isolation of the HAC1 Gene

Y lipolytica HAC1 Splice Site.

On the basis of sequence homology between the intronic
regions of HAC1 in Yarrowia lipolytica and the fungi Tricho-
derma reesei and Aspergillus nidulans, a potential splice site
of the Yarrowia lipolytica HAC1 (Genbank: XM_ 500811,
Genolevures: YaliOB12716g) was identified. The 5' and 3'
splice sites were predicted to be localized in a characteristic
loop structure and the intron was calculated to be 29 bp long.

Primers were developed around the splice site in order to
identify the intron. First strand cDNA was synthesized from
the isolated mRNA from an UPR (unfolded protein response)
induced (by means of growth in dithiothreitol (DTT)) and
non-induced culture (negative control) with gene specific
primers. PCR was then performed on first strand using prim-
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ers HACIFWO6-003 and HAC1Rv06-001. Amplification
products were analyzed on a 1.5% agarose gel.

A fragment of +/-400 bp was expected to be amplified for
the non-induced cells; a 29 bp smaller fragment was expected
to be amplified for the induced cells. Fragments of the correct
size were obtained from the non-induced cells and the UPR
induced cells. Two more amplification products were
obtained for the UPR induced culture. The middle fragment
was the same size as the band obtained for the non-induced
culture and was interpreted as being unspliced HAC1. The
lower, most prominent band was purified from the gel and
cloned into a sequencing vector. After sequencing the con-
struct, a sequence alignment was performed in order to iden-
tify the splice site (FIG. 15). From the sequence alignment it
can be seen that the splice site is located at the position that
was predicted from the comparison of the Yarrowia lipolytica
and the fungal (Trichoderma reesei and Aspergillus nidulans)
HACI1 sequences. The splice site is 29 bp long.

In order to isolate the active full length HAC1 sequence,
primers were engineered to have restriction sites suitable for
cloning into an expression vector. Primer sequences were as
follows: HaclylRv07-018: CCTAGGTCACTCCAATC-
CCCCAAACAGGTTGCTGACGCTCGACT-
CATAGTGAGCTAG ATCAGCAATAAAGTCG (SEQ ID
NO:54) and HAC1Fw06-002:GGA TCC ATG TCT ATC
AAG CGA GAA GAG TCC (SEQ ID NO:55). A 10 ml
culture of yeast cells was incubated for 1.5 hours in the
presence of 5 mM DTT to induce the UPR response. Follow-
ing the incubation, RNA was isolated from the DT T-treated
cells and first strand cDNA was prepared from the isolated
RNA using reverse transcriptase and PCR using the cDNA as
a template and the above primers. The PCR-amplified
sequence containing the spliced HAC1 was inserted into the
pCR-blunt-TOPO cloning vector using standard molecular
biology techniques and sequenced.

Pichia pastoris HAC1 Splice Site.

On the basis of sequence homology of the intronic regions
of the Pichia pastoris and Saccharomyces cerevisiae HAC1
genes, a potential splice site in the Pichia pastoris HAC1 gene
was identified (FIG. 16). The 5' and 3' splice sites were pre-
dicted to be localized in a characteristic loop structure and the
intron was calculated to be 322 bp in length.

Primers (HAC1Fw06-004 and HAC1Rv06-005) were
developed around the predicted splice site in order to identify
the intron (see Table 4). A fragment of 257 nucleotides was
expected to be amplified when the intron is removed and a 579
bp fragment if intron is still present. First strand cDNA was
synthesized from the isolated mRNA from an UPR induced
and non-induced culture. The UPR was induced by adding 5
mM DTT to a 10 ml culture of exponentially growing cells.
The cells were cultured in the presence of DTT for 1.5 hours.
The amplification product was analyzed by 1.5% agarose gel
electrophoresis. A fragment of approximately 257 bp was
obtained from cDNA from both non-induced and induced
cells.

TABLE 4

Primers

Primer code

sequence 5’-->37

Information

HACl-Karl
TTCTC

HAC1Fw06-004

GAATTCATGCCCGTAGATTC Forward primer
(SEQ ID NO:

GAGTCTTCCGGAGGATTCA
G (SEQ ID NO:

Hacl gene + start codon
56) and EcoRI gite

Forward primer
5' gplice site

Hacl gene region around
57)
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TABLE 4-continued
Primers
Primer code sequence 5’-->37 Information
HAC1Rv06-005 CCTGGAAGAATACAAAGTC Reverse primer Hacl gene near stop codon
(SEQ ID NO: 58)
HAC1Rv06-009 CCTAGGCTATTCCTGGAAG reverse primer Hacl gene + stop codon
AATACAAAGTC (SEQ ID and AviII site
NO: 59)
ACTppFw07-007 GGTATTGCTGAGCGTATGC Actl forward primer for QPCR
AAA (SEQ ID NO: 60)
ACTppRv07-003 CCACCGATCCATACGGAGT Actl reverse primer for QPCR
ACT (SEQ ID NO: 61)
HAC1ppFw07-008 CGACCTGGAATCTGCACTT Hacl forward primer QPCR
CAA (SEQ ID NO: 62)
HAC1ppRV07-004 CGGTACCACCTAAGGCTTC Hacl reverse primer QPCR
CAA (SEQ ID NO: 63)
Kar2ppFw07-009 CCAGCCAACTGTGTTGATTC Kar2 forward primer QPCR
AA (SEQ ID NO: 64)
Kar2ppRv07-005 GGAGCTGGTGGAATACCAG Kar2 reverse primer QPCR
TCA (SEQ ID NO: 65)
To verity the length of the unspliced P. pastoris HAC1 Example 7

gene, PCR was performed on genomic DNA using primers
HAC1-Karl and HAC1Rv06-005. The length of the obtained
fragment was compared with the length of a PCR product
obtained from the cDNA from an induced cell culture. The
amplified fragment from the genomic DNA is about 300 bp
longer than the amplicon derived from the cDNA using the
same primers indicating that the intron is present in the
genomic DNA sequence and absent from the spliced mRNA.

The cDNA fragment of 257 bp was isolated from the gel
and cloned in a sequencing vector. The fragment was
sequenced and an alignment was performed in order to iden-
tify the splice site (FIG. 17). To isolate and clone the spliced
P. pastoris HAC1 gene, PCR primers were developed with
restriction enzyme sites for cloning into an expression vector
(HAC1-Karl and HAC1Rv06-009). A 10 ml culture was
UPR-induced with 5 mM DTT for 1.5 hours. First strand
cDNA was prepared from the isolated RNA using reverse
transcriptase and PCR was subsequently performed on the
c¢DNA template DNA using the above primers. The spliced
HACI1 was isolated and cloned in pCR-blunt-TOPO cloning
vector for sequencing. The spliced gene was also cloned
under the control of the methanol inducible AOX1 promoter
in the expression vector pBLHIS IX to obtain the vector
pBLHIS IX ppHACI spliced. The correct insertion of the
HACI1 gene into the expression vector was confirmed using
PCR and restriction enzyme analysis.

In Saccharomyces cerevisiae, upon splicing, the coding
sequence of the C-terminal 10 amino acids in the non-spliced
mRNA is replaced with the coding sequence of 18 amino
acids. In accordance, in Pichia pastoris it was revealed that
the coding sequence of the C-terminal 45 amino acids in the
non-spliced HAC1 are replaced upon splicing by the coding
sequence of again 18 amino acids which are homologous to
the ones from the S. cerevisiae sequence (FIG. 18).
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Transformation and Induction of Spliced HAC1
Gene into Yarrowia lipolytica

Yarrowia lipolytica cells (MTLY60 strain) were trans-
formed with the vector “PYHMAXHAC ylspliced” contain-
ing the spliced HAC1 ¢cDNA (above) under the expression
control of the hp4d promoter and the URA3 gene as a selec-
tion marker. Integration of the vector into the yeast genome
was verified using PCR. The MTLY60 strain transformed
with PYHMAXHAC 1ylspliced was grown in a 2 ml culture
inYPG at 28° C. for 24 hours. The cultured cells were washed
twice with YNB, then diluted to ODy, 0.6 and grown for 24
hours in YTG buffered with 50 mM phosphate buffer pH: 6.8.
The cells were then diluted to ODy, 0.2 and grown for 3 more
generations in order to harvest the cells in the mid-exponen-
tial phase. To the pellet, 1 ml of RNApure™ solution was
added to the cells along with 1 g of glass beads. Cells were
broken by vigorous shaking RNA was extracted from the
broken cells by adding 150 pl chloroform and precipitating
the RNA with isopropanol. The extracted RNA was also
treated with DNAse to remove any coprecipitated DNA
impurities.

First strand cDNA was prepared from 800 ng of the RNA
using the iScriptIMcDNA Synthesis Kit (Bio-Rad Labora-
tories, Hercules, Calif.) in a 20 pl total volume reaction. The
equivalent of 20 ng RNA was used for real time PCR analysis
to determine the amount of HAC1 mRNA in the cells. Real
time PCR was run using SYBR® green as the detection
reagent (fluorescent) (Eurogentec). In addition to designing
primers for detecting the amount of HAC1 mRNA in the cells,
primers were also designed to quantify the amount of ACT1
(household gene) and KAR2 (UPR responsive gene) genes as
controls for the real time PCR. The relative amount of mRNA
of'each gene in the cells was calculated from the comparative
threshold cycle values using Actin (a housekeeping gene) as
the expression control. Induction of the UPR response by the
cells was confirmed by measuring the expression of UPR. The
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expression levels of KAR2 as well as HACI1 are higher in the
strains expressing HAC1 under control of a constitutive pro-
moter compared to the wild type strain MTLY 60 (FIG. 39).

Example 8

Transformation and Induction of Spliced HAC1
Gene into Pichia pastoris

Media:

For the following experiments, three types of media were
used: BMY (Buffered Medium for Yeast: 100 mM potassium
phosphate pH:6.0/1.34% YNB without amino acids/1% Yeast
extract/2% peptone); BGMY (Buffered Glycerol-complex
Medium for Yeast: 100 mM potassium phosphate pH:6.0/
1.34% YNB without amino acids/1% Yeast extract/2% pep-
tone/1% glycerol); and
BMMY (Buffered Methanol-complex Medium for Yeast: 100
mM potassium phosphate pH:6.0/1.34% YNB without amino
acids/1% Yeast extract/2% peptone/0.5% glycerol).

Pichia pastoris cells were transformed according to the
electroporation protocol from the Pichia Expression kit (In-
vitrogen Cat. No. K1710-01). The vector pBLHIS IX
ppHAC 1spliced was linearized in the HIS4 gene to target the
construct to the HIS4 locus for integration. Ten micrograms
of DNA was transformed into the yeast cells. The correct
integration of the construct was validated using PCR on
genomic DNA after isolation of single colonies (primers
HAC1-Karl and HAC1Rv06-005). Fragments of 915 kb and
1237 kb were amplified from DNA obtained from the trans-
formed cells, whereas in the non-transformants (cells without
integration of the construct) a fragment of 1237 kb was ampli-
fied. Clones so identified as positive for integration of the
plasmid were grown in 10 ml BMGY medium for 24 hours
before induction. Cells were washed once with BMY. BMGY
was added to non-induced cultures while BMY was added to
the induced cultures. Every 12 hours, induced cultures were
fed with 0.5% methanol (final concentration). Induction was
performed for 24 hours after which cells were harvested by
centrifugation. To prepare RNA, cells were combined with 1
ml RNApure™ (Genhunter Corporation, Nashville, N.Y.)
and 1 g of glass beads, and lysed by vigorous shaking RNA
was extracted by the addition of 150 pl chloroform and pre-
cipitated with isopropanol. The extracted and precipitated
RNA was DNAse treated with RNAse-free DNAse obtained
from Qiagen (Cat No. 79254). 400 ng of total RNA was
subjected to reverse transcriptase reaction using an oligodT
primer and the Superscript II reverse transcriptase (Invitro-
gen, Cat. No. 18064-014). The equivalent of 20 ng RNA was
used in a real-time PCR reaction. Primer sequences were
designed by Primer Express software (Applied Biosystems)
(see primer table for sequence). Real time PCR utilizing
SYBR green fluorescent reagent (Eurogentec) was run in the
iCycler machine from BioRad. The relative amounts of
mRNA were calculated from the comparative threshold cycle
values using the housekeeping gene actin as a control. Quan-
tification of UPR is performed through expression analysis of
the UPR-target gene KAR2. A 3 to 7 fold higher expression of
KAR2 was obtained when comparing clones that were not
induced as compared to the same clones that were induced
with methanol (FIG. 19).

The relative amount of HAC1 mRNA from two additional
clones 6 and clone 8 was determined by quantitative PCR and
compared with the relative amount of mRNA of Kar2. A
strong induction of HAC1 was observed in both clones. The
relative amount of KAR2 mRNA appeared to correlate with
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the relative amount of HAC1 mRNA, higher expression levels
of HAC1 lead to higher expression level of KAR2 (FIG. 20).

Cell death studies of the methanol-induced cultures were
performed using fluorescence flow cytometry (FFC) and
compared to cell death of non-induced cultures. Ten thousand
cells were measured per analysis. Cells were analyzed on the
FACScalibur™ (Becton Dickinson) after 12, 36 and 48 hours
of induction. No cell death was observed. The Gly-
coSwitchM5 (GSMS5) strain has as main core type glycan
structures mainly Man,GlcNAc, (structural formula IV; FIG.
4). In order to check if Haclp induction has an influence on
the N-glycan structure a DSA-FACE analysis was performed
of' 1 ml of the culture medium. The glycan profiles obtained
after 48 hours of'induction of spliced Haclp are similar to the
profile of the parental GSMS5 strain.

A growth curve was made in order to check if the induction
of Haclp impairs the growth of P. pastoris. No growth defect
was seen of the Haclp induced strain compared to the empty
vector transformed strain (FIG. 22).

Example 9
Expression of YIMNNG6

In S. cerevisiae, MNNG transfers phosphomannose resi-
dues to N-glycans. Therefore, overexpression of YIMNNG in
Y. lipolytica could lead to increased phosphorylation. More-
over, an additional effect on phosphorylation Y. /lipolytica be
obtained by over expressing YIMNN4 and YIMNNG6. The
YIMNNG6 coding region (Genbank® Accession No.
XM_ 499811, Genolevures Ref: YALIOA06589¢g) was PCR
amplified from the genome using PCR primers YIMNNG6
BamHI fw (GCGGGATCCATGCACAACGTGCAC-
GAAGC (SEQ ID NO:34)) and YIMNNG6 Avrll rv (GCGC-
CTAGGCTACCAGTCACTATAGTTCTCC  (SEQ ID
NO:35)) and cloned in the pYHmAX expression vector for
expression under control of the hp4d promoter (FIG. 21). The
plasmid was transformed to the Y. lipolytica strain MTLY 60
using zeta sequences to improve random integration.
Secreted glycoproteins were collected from cell clones that
grew on medium without uracil and the composition of the
glycans synthesized the glycoproteins was analyzed using
DSA-FACE. However, no increased phosphorylation was
observed (FIG. 22).

Example 10
Effects of Haclp Expression

Evaluation of Haclp Overexpression on the Secretion of
Heterologous Proteins.

Vectors containing the hygromycin resistance marker and
the spliced HAC1 ¢DNA under control of the inducible AOX1
promoter (pPIChygppHACspliced) or under control of the
constitutive GAP promoter (pGAPhygHAC1ppspliced) were
transformed to a GS115 strain expressing a mIL-10 protein
under the control of the inducible AOX1 promoter. P. pastoris
cells were transformed according to the electroporation pro-
tocol from the Pichia Expression kit (Invitrogen Cat. No.
K1710-01, Invitrogen, Carlsbad, Calif.). The vectors were
linearized in the AOX1 or GAP promoter to target the inte-
gration of the Haclp gene to respectively the AOX1 or GAP
locus. Integration of the plasmid into the host genome was
confirmed using PCR.

Precultures (5 ml) from positive identified clones were
grown in YPD for 24 hours. The concentration (OD) at a
wavelength of 600 nm (ODy,) of the cells in the cultures was
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measured and cultures were diluted to an ODy, of 1 in 2 ml
of BMGY mediain each well ofa 24 well plate. Cultures were
grown in BMGY for 48 hours, washed twice with BMY, and
then induced for 24 hours in BMMY. Every 8 to 12 hours,
cultures were re-fed with medium containing 1% methanol
(final concentration). After induction, the supernatant of the
cells was harvested and the protein from 1 ml of the superna-
tant was precipitated using trichloroacetic acid (TCA). The
precipitated protein was subjected to 15% SDS-PAGE.

From the SDS-PAGE, clonal variation in the expression of
at least one protein—mlI[.-10—was observed between the
different clones. For example, for the clones expressing the
Haclp protein constitutively (under control of GAP pro-
moter), no improvement in expression level was observed,
whereas for the clones expressing the Haclp inducibly
(AOX1 promoter), two clones could be identified that exhib-
ited higher expression levels of the mIL-10 protein (FIG. 40
and F1G. 41). Expression of mIL-10 by each of the clones was
compared to the expression of mIL-10 produced by a refer-
ence GS115 mL.-10 expressing strain.

A new induction was performed for these clones. A pre-
culture grown for 24 hours was diluted to OD 1 in 20 ml
BMGY in a baffled flask. Cells were grown for 48 hours in
BMGY, washed twice, and then induced in BMMY. Cultures
were re-fed with medium containing 1% methanol every 8-12
hours. After induction, the supernatant of the cells was har-
vested and the protein from 1 ml of the supernatant was
precipitated using TCA. Prior to subjecting the precipitated
protein to 15% SDS-PAGE, the protein was treated with
PNGase F (or not) to remove all glycosylation (FIG. 41).
SDS-PAGE resolved proteins from the supernatant of Haclp-
expressing strains contained a prominent band of 75 kDa,
which is not present in the reference strain. This band was
identified by means of mass spectrometry as being Kar2p,
which is the most prominent UPR target gene. It could be
shown using the cytokine bead array (CBA) that simulta-
neous inducible expression of the Haclp and the mIL-10
protein can lead to a 2 fold higher expression of the mIL-10
protein (clone 1, FIG. 41). CBA was performed on endoH
treated mIL-10 protein.

Evaluation of Haclp Overexpression on the Surface
Expression of Heterolgous Proteins.

Vectors containing the hygromycin resistance marker and
the spliced HAC1 ¢DNA under control of the inducible AOX 1
promoter (pPlChygppHAC 1spliced) or under control of the
constitutive GAP promoter (pGAPhygHAC1ppspliced) were
transformed to GlycoswitchManS5 strains expressing a mature
human interferon-beta/alpha-agglutinin fusion protein, a
mature mouse interferon gamma/alpha-agglutinin fusion
protein, a mature human erythropoietin/alpha-agglutinin
fusion protein, or a fusion protein of alpha-agglutinin and the
lectin-like domain of mouse thrombomodulin, each of which
were under the control of the inducible AOX1 promoter. P,
pastoris cells were transformed according to the electropora-
tion protocol from the Pichia Expression kit (Invitrogen Cat.
No. K1710-01). The vectors were linearized in the AOX1 or
GAP promoter to target the Haclp gene to respectively the
AOX1 or GAP locus for integration. Integration of the plas-
mid into the host genome was confirmed using PCR.

Precultures (5 ml) from positive identified clones were
grown in YPD for 24 hours. The OD,, was measured and
cultures were diluted to ODg,, of 1 in 2 ml BMGY in each
well of a 24 well plate. The cultures were grown in BMGY for
24 hours, washed twice with dionized water, and then induced
(using culture medium containing 1% methanol) for 24 hours
in BMMY. Surface expression was demonstrated by indirect
immunostaining with an antibody specific for the V5-epitope,
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which is fused C-terminally to the VH coding sequence.
After induction, 107 cells in 1 m1 PBS (pH 7.2), supplemented
with 0.1% bovine serum albumin (PBS/BSA), were incu-
bated with 1 pl/ml of the anti-V5 antibody (1 pg/ul; Invitro-
gen), washed with PBS/BSA, and incubated with 1 pl/ml
Alexa fluor 488-labeled goat anti-mouse IgG (1 npg/ul;
Molecular Probes). After washing twice with PBS/BSA, the
cells were analyzed by flow cytometry (Table 5).

TABLE 5

MFI values determined by flow cytometry

Wild-type
Expressed Protein Pichia  Pichia + AOX GAP Pichia + GAP HAC
mouse Interferon- 36.6 19.9 42.8
gamma
human EPO 59.5 45.8 66.5
interferon-beta 22.6 124 14.4
human 95.5 184.1 67.8
thrombomodulin

MEFT = Mean Fluorescence Intensity obtained from the flow cytometry analysis.

For the strains expressing the Haclp protein constitutively
no improvement, or very minor differences, could be
observed in surface expression levels for all four proteins
compared to reference strains expressing the surface protein
alone. In cells expressing human interferon-beta, a significant
reduction of surface expression levels was observed. For the
strains overexpressing the inducible Haclp (Table 5) the fol-
lowing could be observed: 1) in the human interferon-gamma
surface expressing strain, a 1.8-fold lowering of the surface
expression levels could be observed compared to the refer-
ence strain expressing alone the human interferon-beta a-ag-
glutinin fusion; 2) for the strain surface-expressing human
erythropoietin a-agglutinin fusion protein, a 1.3-fold lower-
ing of the surface expression levels could be observed com-
pared to the reference strain; 3) in the strain surface express-
ing human interferon-beta, no difference of the surface
expression levels could be observed compared to the refer-
ence strain; and 4) in the strain surface expressing mouse
thrombomodulin lectin-like domain, an 1.9-fold increase of
the surface expression levels could be observed compared to
the reference strain.

Effect of Overexpression of Haclp on Phosholipid Synthe-
sis.

To determine whether overexpression of the Haclp prod-
uct (produced from the spliced HAC1 ¢cDNA) had an effect of
lipid metabolism in P. pastoris, cells were transformed with
the above-described spliced HAC1 ¢cDNA and the effect of
Haclp on lipid metabolism in the cells was determined by
electron microscopy analysis. Cells were grown for 48 hours
on BMGY, washed once with PBS, and then grown for
another 48 hours on BMMY. The cells were next cultured in
medium containing 1% methanol every 8 to 12 hours. The
cells were then prepared for electron microscopy according to
the method of Baharaeen (Baharaeen et al. (2004) Myco-
pathologia). Briefly, a primary fixative containing glutaralde-
hyde (3%) and para-formaldehyde (1.5% buffered in 0.05 M
sodium cacodylate at pH 7.2) was contacted with the cells for
2 hours on ice. The cells were then washed three times for 20
minutes with 0.05 M sodium cacodylate. After washing, the
cells were contacted with a 6% potassium permanganate
solution for one hour at room temperature and then washed
with 0.05 M sodium cacodylate three times for 20 minutes.
The results of the experiment are presented in FIG. 54. Over-
expression of the Haclp product (produced from the spliced
HAC1 ¢DNA) in P. pastoris lead to the formation of discrete



US 9,206,408 B2

61

regions of stacked membranes as can be shown in the electron
micrograph (EM) depicted in FIG. 54. These results demon-
strate that overexpression of Haclp, by way of its transcrip-
tional activation of genes involved in lipid metabolism,
indeed has a strong effect on lipid metabolism in P. pastoris.

Example 11

Expression of ManHDEL

For Man,GlcNAc, to be bound to glycoproteins expressed
by the Aochl strain, an a.-1,2-mannosidase can be expressed
to cleave MangGlcNAc, to MansGlecNAc, (i.e., Golgi type
a-1,2-mannosidase activity). This mannosidase should be
targeted to the secretion system. Trichoderma reesei o.-1,2-
mannosidase (Genbank® accession no. AF212153), fused to
the S. cerevisiae prepro mating factor and tagged with a
HDEL sequence, is able to trim MangGlcNAc, to
ManGleNAc, in vivo in Pichia pastoris as well as in Tricho-
derma reesei and Aspergillus niger. An expression construct
was made to overexpress MFManHDEL (S. cerevisiae
a-mating factor prepro fused to Trichoderma reesei o-1,2-
mannosidase tagged with an HDEL sequence) in Y. lypolytica
under control of the constitutive hp4d promoter (FIG. 23).
The expression cassette was transformed into the cells after
digestion of the plasmid pYHmAXManHDEL with the
restriction enzyme Notl, followed by isolation of the desired
fragment using agarose-gel electrophoresis.

Glycans derived from mannoproteins from the trans-
formed cells were analysed using DSA-FACE. Only A minor
fraction of MangGlcNAc, was converted to MansGlcNAc,
(FIG. 24). Incomplete conversion of MangGlcNAc, to
Man,GlcNAc, could have been due to a non-optimal secre-
tion signal. Therefore, the Saccharomyces cerevisiae secre-
tion signal was replaced with the secretion signal derived
from the well expressed Yarrowia lipolytica LIP2 (LIP2pre).
The LIP2pre sequence was made by hybridizing the synthetic
oligonucleotides LIP2pre fw GATCCATGAAGCTTTC-
CACCATCCTCTTCACAGCCTGCGCTACCCTGGCCG-
CGGTAC (SEQID NO:66) and Lip2prepro rv GTACCGGC-
CGGCCGCTTCTGGAGAACTGCGGCCTCAGAAGGA-
GTGATGGGGGAAGG GAGGGCGGC (SEQ ID NO:67)
and cloning the DNA into pYLHmA vector (at the BamHI/
Avrll sites) resulting in the following construct:
pYLHUdL2pre. The ManHDEL coding sequence was PCR
amplified from pGAPZMFManHDEL using oligonucle-
otides ManHDEL Eco471Il fw (GGCAGCGCTA-
CAAAACGTGGATCTCCCAAC (SEQ ID NO:68)) and
ManHDEL Avrll rv (GGCCCTAGGTTACAACTCGTCGT-
GAGCAAG (SEQID NO:69))and cloned inpYLHUdL 2pre.
The construction strategy is depicted in FIGS. 25A and 25B.
The expression cassette (with L.2preManHDEL under control
of the constitutive promoter hp4d) was transformed to Yar-
rowia lipolytica Aochl strain after digestion of the plasmid
with Notl and isolation of the correct fragment (see above).
Glycans derived from secreted proteins were analysed via
DSA FACE. Some conversion of MangGlcNAc, to
ManGlecNAc,occurred, but the reaction was incomplete
(MangGlcNAc, was present as well as intermediate products
Man,GleNAc, and Man GlcNAc,; FIG. 26).

To further improve the trimming of Man,GlcNAc,,
Man,GleNAc,, and Man GlcNAc, to Man,GlcNAc,, the
Trichoderma reesei a.-1,2 mannosidase was codon optimized
for expression in Yarrowia lipolytica (SEQID NO:9; F1G. 42)
and fused to the LIP2 pre signal sequence. This fusion con-
struct was expressed under control of 4 different promoters:
(1) hp4d, (ii) GAP (SEQ ID NO:10; FIG. 43), (iii) POX2, and
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(iv) TEF1. Final expression plasmids were named
pYLHUXdL2preManHDEL (SEQ ID NO: 11; FIGS. 44A-
C) pYLGUXdL2preManHDEL (SEQ ID NO:12; FIGS.
45A-C) pYLPUXdL2preManHDEL (SEQID NO:13; FIGS.
46A-C) pYLTUXdL2preManHDEL (SEQ ID NO:14; FIGS.
47A-C). All 4 plasmids were transformed to Yarrowia lipoly-
tica MTLY60 Aochl strain (described in example 2) after
cutting the plasmid with Notl and isolation of the fragment
containing the ManHDEL expression cassette. Transformed
strains with the ManHDEL under control of the hp4d, GAP
and TEF promoter (plasmids pYLHUXdIL.2preManHDEL,
pYLGUXdL2preManHDEL and pYLTUXdL2pre-
ManHDEL) were grown in YPD.

Glycans derived from secreted proteins of transformed
strains were analyzed by DSA FACE. Results are represented
in FIG. 48. Alternatively, transformants (including a transfor-
mant that had integrated the pYLPUXdL.2preManHDEL
plasmid) were grown in medium containing oleic acid (pro-
tein production conditions) and glycans were analysed via
DSA-FACE. Data for one of the vectors,
pYLTUXdIL2preManHDEL, are presented in FIG. 49. As can
be concluded from the data, by 48 hours of culture, almost all
glycans are converted to MansGlcNAc,.

Example 12

Culturing Conditions for POX2 Promoter Controlled
Gene Expression

Cultures were started from a single colony of a fresh plate
and grown overnight in 10 mL YPD at 28° C. ina 50 mL tube
in an orbital shaker at 250 rpm. Next, a 250 mL shake flask
containing 22 mL of production medium (including 2.5 mL
oleic acid emulsion) was inoculated with the preculture at a
final OD600 of 0.2. This culture was incubated at 28° C. in an
orbital shaker at 250 rpm. Samples of the culture were taken
at various time points over a 96 hour culture.

The oleic acid emulsion (20%) was made the method as
follows:

Add to a sterile 50 ml vessel;

20 ml sterile water;

5 ml oleic acid; and

125 wl Tween 40.

Sonication resulting in the formation of the emulsion was
performed for one minute at 75 Hz.

The production medium consisted of the following:

1% yeast extract;

2% trypton;

1% glucose; and

50 mM phosphate pH 6.8.

Example 13
Expression of Human Glucocerebrosidase

Human glucocerebrosidase (GLCM, Swiss Prot entry nr:
P04062) was chemically synthesized as a codon-optimized
c¢DNA for expression in Yarrowia lipolytica (SEQ ID NO:15;
FIG. 50).

The coding sequence for the mature protein was fused to
the coding sequence of the LIP2 pre signal sequence. This
fusion construct was cloned under control of the oleic acid
inducible POX2 promoter. The resulting plasmid was named
pYLPUXL.2preGLCM (=pRAN21)). Before transformation,
the plasmid was digested with Notl and the fragment contain-
ing the expression cassette was isolated and transformed to
Yarrowia lipolytica strain MTLY60, MTLY60Aochl (de-
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scribed in Example 2 above), and MTLY 60Aoch1 ManHDEL
(described in Example 11). Transformants obtained in these
three strains were grown as described in Example 12. Proteins
were precipitated from the supernatant as described above,
subjected to SDS-PAGE, and immunoblotted using a rat
monoclonal anti-glucocerebrosidase antibody (Alessandrini
etal. (2004) J. Invest. Dermatol 23(6):1030-6). An exemplary
immunoblot analysis is depicted in FIG. 51. It can be appre-
ciated from FIG. 51 that in a ochl disrupted strain no smear-
ing occurs (lanes 1, 2, and 3), whereas heterogeneity of the
protein is seen as a smear in WT cells (lanes 4 and 6). No
smearing of protein was observed in protein obtained from a
strain of yeast expressing ManHDEL. These results demon-
strate that a more homogeneous population of a target protein

can be obtained using the genetically engineered Yarrowia
lipolytica cells MTLY60Aochl and
MTLY60Aoch1ManHDEL.

Example 14

Expression of Human Erythropoietin

Human erythropoietin (Epo, Swiss Prot entry nr: PO1588)
encoding ¢cDNA was chemically synthesized codon opti-
mized for expression in Yarrowia lipolytica (SEQ ID NO:16;
FIG. 52). The cDNA coding sequence for the mature protein
was fused to the coding sequence of the LIP2 pre signal
sequence. This fusion construct was cloned under control of
the oleic acid inducible POX2 promoter. The resulting plas-
mid was named pYLPUXI.2prehuEPO. Before transforma-
tion the plasmid was cut Notl and the fragment containing the
expression cassette was isolated and transformed to Yarrowia
lipolytica strain MTLY60Aochl (described in Example 2).
Transformant candidates were grown as described in
Example 12 and secreted proteins were analysed by western
blot after SDS PAGE using a monoclonal mouse anti human
Epo antibody obtained from R&D systems (clone AE7AS).
The EPO product obtained from the cells exhibited very
homogenous glycosylation.

Example 15
Expression of Human a-Galactosidase A

Human o-galactosidase A (AGAL, Swiss Prot entry nr:
P06280) encoding cDNA was chemically synthesized as a
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codon-optimized cDNA for expression in Yarrowia lipolytica
(SEQ ID NO:17; FIG. 53). FIGS. 12A-12H contain the clon-
ing strategy of the galactosidase.

The ¢cDNA coding sequence for the mature protein was
fused to the coding sequence of the LIP2 pre signal sequence.
This fusion construct was cloned under control of the oleic
acid inducible POX2 promoter. The resulting plasmid was
named pYLPUXI 2preaGalase). Before transformation the
plasmid was cut Notl and the fragment containing the expres-
sion cassette was isolated and transformed to Yarrowia lipoly-
tica strain MTLY 60 and MTLY60Aoch1 MNN4 (described in
Example 4). Transformants obtained in these two strains were
grown as described in Example 12. Extracellular proteins
obtained from transformants were analyzed by immunoblot
after SDS-PAGE analysis. Two antibodies specific for a-ga-
lactosidase A (a chicken polyclonal antibody obtained from
Abcam (ab28962) and a rabbit polyclonal antibody obtained
from Santa Cruz Biotechnology (sc-25823)) were used to
detect the expressed human a-galactosidase A protein.

Example 16

Expression of Mannosidase in WT Yarrowia
lipolytica

To determine whether expression of MannosidaseHDEL
alone (that is in cells containing a functional OCH1 gene)
could lead to a more homogenous glycosylation of proteins
expressed by fungal cells, an expression cassette containing a
nucleic acid encoding MannosidaseHDEL (see Example 11)
was transformed into wild-type Yarrowia lipolytica pold
cells. Glycans derived from secreted proteins obtained from
the cells were analysed by DSA-FACE (FIG. 55). The ana-
lyzed glycans consisted mainly of Man;GlcNAc, and a minor
part Man GlcNAc,. These results demonstrate that expres-
sion of MannosidaseHDEL alone, in the absence of any dis-
ruption of the OCHI1 gene, leads to a more homogenous
glycosylation of proteins expressed by Yarrowia lipolytica.

OTHER EMBODIMENTS

While the invention has been described in conjunction with
the detailed description thereof, the foregoing description is
intended to illustrate and not limit the scope of the invention,
which is defined by the scope of the appended claims. Other
aspects, advantages, and modifications are within the scope of
the following claims.

SEQUENCE LISTING

<160> NUMBER OF SEQ ID NOS: 81
<210> SEQ ID NO 1

<211> LENGTH: 358

<212> TYPE: DNA

<213> ORGANISM: Yarrowia lipolytica

<400> SEQUENCE: 1

ggtctegeca gegegeccac cctettcaac cacgataatg agaccgtegt ccecgactcet 60
cctattgtga agaccgagga agtegactct acaaacttte tectccacac ggagtcctee 120
tceceeccecceyg aactagetga gageactgge tcaggetcege catcegtcegac tetgtectge 180
gacgaaactyg attatcttgt ggaccgggeyg cgtcatccag cagegtegge acaagattte 240
wttttcatca aggacgagcc cgttgacgac gagettggac tgcatggact gteggatgac 300
ttcaccectgt ttgaagacaa caagcagect geccagcacg actttattge tgatctag 358
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-continued
<210> SEQ ID NO 2
<211> LENGTH: 915
<212> TYPE: DNA
<213> ORGANISM: Pichia pastoris
<400> SEQUENCE: 2
atgccecgtag attcttctca taagacaget ageccactte cacctcegtaa aagagcaaag 60
acggaagaag aaaaggagca gcgtcgagtg gaacgtatce tacgtaatag gagagcggcece 120
catgcttcca gagagaagaa acgaagacac gttgaattte tggaaaacca cgtcgtcgac 180
ctggaatctyg cacttcaaga atcagccaaa gccactaaca agttgaaaga aatacaagat 240
atcattgttt caaggttgga agccttaggt ggtaccgtet cagatttgga tttaacagtt 300
ccggaagteg atttteccaa atcttetgat ttggaaccca tgtctgatcet ctcaacttet 360
tcgaaatcgg agaaagcatc tacatccact cgcagatctt tgactgagga tctggacgaa 420
gatgacgteyg ctgaatatga cgacgaagaa gaggacgaag agttacccag gaaaatgaaa 480
gtcttaaacyg acaaaaacaa gagcacatct atcaagcagg agaagttgaa tgaacttcca 540
tctectttgt catccgattt ttcagacgta gatgaagaaa agtcaactct cacacattta 600
aagttgcaac agcaacaaca acaaccagta gacaattatg tttctactce tttgagtcett 660
ccggaggatt cagttgattt tattaaccca ggtaacttaa aaatagagtc cgatgagaac 720
ttettgttga gttcaaatac tttacaaata aaacacgaaa atgacaccga ctacattact 780
acagctccat caggttccat caatgatttt tttaattctt atgacattag cgagtcgaat 840
cggttgcate atccagcagce accatttacc gectaatgcat ttgatttaaa tgactttgta 900
ttctteccagg aatag 915

<210> SEQ I
<211> LENGT.
<212> TYPE:

D NO 3
H: 305
PRT

<213> ORGANISM: Yarrowia lipolytica

<400> SEQUENCE: 3

Met Ser Ile
1

Gly Ser Pro
Lys Arg Lys
35

Pro Arg Lys

Glu Arg Ile
65

Lys Arg Arg

Ser Glu Asn

Asn Met His

115

Gln Leu Ser
130

Gly Val Asp
145

Lys Arg Glu Glu Ser

5

Leu Thr Ala Asp Ser

20

Lys Asp Leu Thr Leu

40

Arg Ala Lys Thr Glu

55

Met Arg Asn Arg Gln

70

His Leu Glu Asp Leu

85

Asn Asp Leu His His

100

Leu Met Glu Gln His

120

Ser Leu Val Asn Met

135

Val Pro Asp Met Ser
150

Phe

Pro

25

Pro

Asn

Ala

Glu

Gln

105

Tyr

Ala

Asp

Thr

10

Gly

Leu

Glu

Ala

Lys

90

Val

Ser

Lys

Val

Pro

Ser

Pro

Lys

His

75

Lys

Thr

Leu

Ser

Ser
155

Thr Pro Glu
Pro Glu Ser
30

Ala Gly Ala
45

Glu Gln Arg
60

Ala Ser Arg

Cys Ser Glu
Glu Ser Lys
110

Val Ala Lys
125

Ser Gly Ala
140

Met Ala Pro

Asp Leu
15

Gly Asp

Leu Pro

Arg Ile

Glu Lys

80

Leu Ser

95

Lys Thr

Leu Gln

Leu Ala

Lys Leu
160
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68

Glu

Pro

Ile

Glu

Pro

225

Ala

Glu

Thr

Asp

Glu
305

<210>
<211>
<212>
<213>

<400>

Met

Thr

Val

Ser

210

Ser

Arg

Pro

Leu

Leu
290

Pro

Leu

Lys

195

Ser

Ser

His

Val

Phe

275

Ala

Thr

Phe

180

Thr

Ser

Thr

Pro

Asp

260

Glu

His

PRT

SEQUENCE :

Met Pro Val Asp

1

Lys

Ile

Arg

Leu

65

Ile

Asp

Pro

Ser

Glu

145

Asn

Glu

Pro

Arg

Leu

His

Gln

Ile

Leu

Met

Thr

130

Tyr

Leu

Glu

Lys

Val
210

Ala

Arg

35

Val

Glu

Val

Thr

Ser

115

Arg

Asp

Asn

Leu

Ser
195

Asp

Lys

20

Asn

Glu

Ser

Ser

Val

100

Asp

Arg

Asp

Asp

Pro
180

Thr

Asn

Ala

165

Asn

Glu

Pro

Leu

Ala

245

Asp

Asp

Tyr

SEQ ID NO 4
LENGTH:
TYPE :
ORGANISM: Pichia pastoris

304

4

Ser

5

Thr

Arg

Phe

Ala

Arg

85

Pro

Leu

Ser

Glu

Lys

165

Ser

Leu

Tyr

Ala

His

Glu

Pro

Ser

230

Ala

Glu

Asn

Glu

Ser

Glu

Arg

Leu

Lys

70

Leu

Glu

Ser

Leu

Glu

150

Asn

Pro

Thr

Val

Pro

Asp

Val

Glu

215

Cys

Ser

Leu

Lys

Ser
295

His

Glu

Ala

Glu

55

Ala

Glu

Val

Thr

Thr

135

Glu

Lys

Leu

His

Ser
215

Ser

Asn

Asp

200

Leu

Asp

Ala

Gly

Gln

280

Ser

Lys

Glu

Ala

40

Asn

Thr

Ala

Asp

Ser

120

Glu

Asp

Ser

Ser

Leu
200

Thr

Gln

Glu

185

Ser

Ala

Glu

Gln

Leu

265

Pro

Val

Thr

Lys

25

His

His

Asn

Leu

Phe

105

Ser

Asp

Glu

Thr

Ser
185

Lys

Pro

Pro

170

Thr

Thr

Glu

Thr

Asp

250

His

Ala

Ser

Ala

10

Glu

Ala

Val

Lys

Gly

90

Pro

Lys

Leu

Glu

Ser
170
Asp

Leu

Leu

Met

Val

Asn

Ser

Asp

235

Phe

Gly

Gln

Asn

Ser

Gln

Ser

Val

Leu

75

Gly

Lys

Ser

Asp

Leu

155

Ile

Phe

Gln

Ser

Gly

Val

Phe

Thr

220

Tyr

Ile

Leu

His

Leu
300

Pro

Arg

Arg

Asp

Lys

Thr

Ser

Glu

Glu

140

Pro

Lys

Ser

Gln

Leu
220

Leu

Pro

Leu

205

Gly

Leu

Phe

Ser

Asp

285

Phe

Leu

Arg

Glu

45

Leu

Glu

Val

Ser

Lys

125

Asp

Arg

Gln

Asp

Gln
205

Pro

Ala

Asp

190

Leu

Ser

Val

Ile

Asp

270

Phe

Gly

Pro

Val

30

Lys

Glu

Ile

Ser

Asp

110

Ala

Asp

Lys

Glu

Val
190

Gln

Glu

Ser

175

Ser

His

Gly

Asp

Lys

255

Asp

Ile

Gly

Pro

15

Glu

Lys

Ser

Gln

Asp

95

Leu

Ser

Val

Met

Lys
175
Asp

Gln

Asp

Ala

Pro

Thr

Ser

Arg

240

Asp

Phe

Ala

Leu

Arg

Arg

Arg

Ala

Asp

80

Leu

Glu

Thr

Ala

Lys

160

Leu

Glu

Gln

Ser
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70

Val Asp Phe
225

Phe Leu Leu
Asp Tyr Ile
Ser Tyr Asp

275
Phe Thr Ala

290

<210> SEQ I
<211> LENGT.
<212> TYPE:

Ile Asn Pro Gly Asn
230

Ser Ser Asn Thr Leu

245

Thr Thr Ala Pro Ser

260

Ile Ser Glu Ser Asn

280

Asn Ala Phe Asp Leu

D NO 5
H: 387
DNA

295

Leu Lys Ile
235

Gln Ile Lys
250

Gly Ser Ile
265

Arg Leu His

Asn Asp Phe

<213> ORGANISM: Yarrowia lipolytica

<400> SEQUENCE: 5

ggtctegeca
cctattgtga
tceceecceeyg
gacgaaactyg
actgaccage
agcttggact
cccagcacga
<210> SEQ I

<211> LENGT.
<212> TYPE:

gegegeccac

agaccgagga

aactagctga

attatcttgt

agcgteggea

gecatggactyg
ctttattget
D NO 6

H: 1237
DNA

cctcettecaac

agtcgactct

gagcactgge

dgaccgggceyg

caagatttca

tcggatgact

gatctag

<213> ORGANISM: Pichia pastoris

<400> SEQUENCE: 6

atgccegtag

acggaagaag

catgctteca

ctggaatctg

atcattgttt

ccggaagteg

tcgaaategyg

gatgacgtcg

gtcttaaacy

tctectttgt

aagttgcaac

ccggaggatt

ttettgttga

acagctccat

cggttgeatce

ggctttttet

ggcacatatc

attcttctca

aaaaggagca

gagagaagaa

cacttcaaga

caaggttgga

attttcccaa

agaaagcatc

ctgaatatga

acaaaaacaa

catccgattt

agcaacaaca

cagttgattt

gttcaaatac

caggttccat

atccagcagt

ctttgattgg

agttgacatg

taagacagct

gegtegagtg

acgaagacac

atcagccaaa

agccttaggt

atcttctgat

tacatccact

cgacgaagaa

gagcacatct

ttcagacgta

acaaccagta

tattaaccca

tttacaaata

caatgatttt

gatgacggat

dgggggggaa

catagcgatc

cacgataatg
acaaacttte
tcaggctege
cgtcatccag
ttttcatcaa

tcaccetgtt

agcccactte

gaacgtatce

gttgaattte

gccactaaca

ggtaccgtet

ttggaaccca

cgcagatcett

daggacgaag

atcaagcagg

gatgaagaaa

gacaattatg

ggtaacttaa

aaacacgaaa

tttaattctt

tcatctttac

agttctgtag

aggtgattge

Glu Ser Asp

His Glu Asn

Asn Asp Phe

270

His Pro Ala
285

Val Phe Phe
300

agaccgtegt
tcctecacac
catcgtcgac
cagtgatgac
ggacgagccce

tgaagacaac

cacctegtaa
tacgtaatag
tggaaaacca
agttgaaaga
cagatttgga
tgtectgatet
tgactgagga
agttacccag
agaagttgaa
agtcaactct
tttctactcce
aaatagagtc
atgacaccga
atgacattag
acattacagce
cagggaggcg

tcttgttaac

Glu Asn
240

Asp Thr
255

Phe Asn

Ala Pro

Gln Glu

ccecegactet
ggagtcctee
tctgtectge
tgtcgcaact
gttgacgacg

aagcagcctyg

aagagcaaag
gagagcggcece
cgtegtegac
aatacaagat
tttaacagtt
ctcaacttet
tctggacgaa
gaaaatgaaa
tgaacttcca
cacacattta
tttgagtett
cgatgagaac
ctacattact
cgagtcgaat
aggctecatce
cagttcagtt

tggtatgceca

60

120

180

240

300

360

387

60

120

180

240

300

360

420

480

540

600

660

720

780

840

900

960

1020
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agtcaaccgt

tcgecettgt

acgaaaaaga

atttgattta

ttteggegta

tcgagacgeg

taacagcaaa

aatgactttg

<210> SEQ ID NO 7
<211> LENGTH: 2810

<212> TYPE:

DNA

cctactactce

tagttaattt

cttaagtttc

tattcttcca

tactttaact cttgaattga gatgaaacaa

aagatgaatc aatttgcaac aaaagaacaa

gtggtcetgeca gcaccattta ccgctaatge

ggaatag

<213> ORGANISM: Artificial Sequence
<220> FEATURE:

<223> OTHER INFORMATION:

<400> SEQUENCE: 7

gtaaagcacg

ttegeegacy

tcttctatcece

aacgagaagg

gtggtggacg

cgaaaggagc

aagaccgeca

gacaaccagt

ggccagacce

aaggtggagg

gacgagtett

gacatcacct

tctetgaagy

gecgacgtgt

atgcaggecc

tgggtggaca

accaccgaca

ctgggeccca

ctgeeccage

gacgtgaagg

ctggacatcg

gaccccatet

gacccccaca

ctggecacca

cactggatcg

gacaagttca

gtgttcaacy

caccgagaca

ctggagcgaa

ggtgcccage

agaacttcaa

acgccgetge

agttcaagga

tgaagctgec

aggagaagcg

gatacaacga

cecctgegace

tcgaggeegt

acgtgcagcet

tggagggcga

tcggeggeaa

tcceceggeta

agacccgagg

tcgagtacga

accgaaagga

tcgtgaagte

cccagtcetea

ccececccagga

acttcgecat

aggtggaccg

agtacaccga

ctatggagga

tcaagaacca

agaacaagga

acaccttcaa

agggcaccct

gececgagac

tccacaacgt

agaagggcga

gaatgtctge

gacctgttet

ccagggetet

cggecagetyg

CCtggtggtg

aatgaacggc

ggccgagaag

cgagaccgag

gatccgacac

gaacaacaag

gggtgagcag

caccgacacc

caagcacgtyg

¢ggcgaggge

getgtectet

ctctacegtyg

tacctcttcet

ctggttetet

gatttctaag

tgcctaccac

aaacttcgac

cgaccgaaag

gcagctggac

ggacaagtac

cggcgagatt

ccecegetgea

gtctaacgty

caccatgece

gcacggcatce

gatccgacga

catgtggacc

cagtctgget

tcttgggect

cacggcacca

tctttectgy

gacatccage

tgggtgctgg

tctggettea

gececettet

ggctacctga

cagacccagg

aagccccgag

ttcggcatce

aaccacgagg

cccatgacce

ggegtgttet

cccaacccecece

gagtctggee

acctacggeg

cagtgtcgat

aagtaccaga

tacttcacct

gagtctgage

tctategtge

tacgacggcet

atcaagtggt

ttcatctgga

aaggacaacc

accctggtga

ccctteatcec

ggcgacaace

tctgtaageg

ctcectacga

tcctgaagte

agtctggege

tgcgacacga

teggeggect

cccgagtget

ctgeccgactt

acatggagca

aggacgagtce

gececgagte

ccgageacge

agccctacceg

tgtacggege

ggctgaacgce

tggCCCtggg

agctggacgt

agctgaccgyg

ggaactacat

tccectacga

gggacccect

gaaagctggt

aggagatgaa

ggtgttggcc

gggtgtetet

acgacatgaa

tgcaccacgg

acgccaccta

tgacccgatce

aggccacctyg

Synthetically generated oligonucleotide

aaaccgagcec

getggactet

tgtgtctece

cgctegagty

ctctaaggec

ggagctgtet

gtacggccce

caagcgagat

ctggcgacce

tacctggtygy

tgtgggcctg

cgactececty

aatgtacaac

catcccectte

cgcegagace

cgtgggagcc

gttegtgtte

ctacacccag

caccgacgag

cgtgatctygyg

gtctttecce

cgtgatcatce

gtctaaggac

cggetettet

gttcaagtte

cgagecectet

caactgggag

cgacgeectyg

ttactacgce

ggagcacctg

1080

1140

1200

1237

60

120

180

240

300

360

420

480

540

600

660

720

780

840

900

960

1020

1080

1140

1200

1260

1320

1380

1440

1500

1560

1620

1680

1740

1800
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gccgecteta tecccatggt gctgaacaac ggaatcgceg gcettceccctt cgecggtgece 1860
gacgtgggceg gcttcettcecca gaacccecctet aaggagctgce tgacccgatg gtatcaggece 1920
ggcatctggt atcctttctt ccgagcccac geccacateg acacccgacg acgagagcecce 1980
tacctgatcg ccgagcccecca ccgatctate atctcectcagg ccatccgact gegataccag 2040
ctgctgeceg cctggtacac cgcctteccac gaggcecctetg tgaacggcat geccatcegtg 2100
cgaccccagt actacgcecca ccectgggac gaggecgget tegecatcega cgaccagetg 2160
tacctgggcet ctaccggect getggccaag ccegtggtgt ctgaggaggce caccaccgcece 2220
gacatctacc tggctgacga cgagaagtac tacgactact tcgactacac cgtgtaccag 2280
ggegetggea agcgacacac cgtgeccget cccatggaga cegtgeccect getgatgeag 2340
ggcggcecacy tgatcccceg aaaggaccga ccccgacgat cttetgecct gatgegatgg 2400
gaccecctaca cecctggtggt ggtgctggac aagaacggec aggccgacgg ctcectcetgtac 2460
gtggacgacyg gcgagacctt cgactacgag cgaggcgect acatccatceg acgattccga 2520
ttccaggagt ctgccctggt cteccgaggac gtgggcacca agggccccaa gaccgecgag 2580
tacctcaaga ccatggccaa cgtgcgagtg gagcgagtgg tggtegtgga cccccccaag 2640
gagtggcagg gcaagacctc tgtgaccgtg atcgaggacg gcgcctcectge cgectctacce 2700
gectecatge agtaccacte tcageccgac ggcaaggecg cctacgecgt ggtgaagaac 2760
cccaacgtgg gcatcggcaa gacctggcga atcgagttcect aatagectag 2810
<210> SEQ ID NO 8
<211> LENGTH: 1651
<212> TYPE: DNA
<213> ORGANISM: Artificial Sequence
<220> FEATURE:
<223> OTHER INFORMATION: Synthetically generated oligonucleotide
<400> SEQUENCE: 8
agcgetggeg acgectette tcgaccecga ggegtgggece ccegagttege caagttctac 60
aaggacacca ccaccttcac ctgtatctet caccccgeca tccagattece cttetcetgee 120
gtgaacgacyg actactgtga ctgtcccgac ggctctgacg agcccggecac ctetgectgt 180
gectttetgt ctegaaacte tgcectgace cccggtgage gacccggatce tgacgacctg 240
gagctgacct ctgeectgee cggcettctac tgtaagaaca agggccacaa gceccggctac 300
gtgcccttee agcgagttaa cgatggcatc tgtgactacg agetgtgttg tgacggatceg 360
gatgagtggyg ctcgacccgg cggaaccaag tgtgaggaca agtgtaagga gatcggcaag 420
gagtggcgaa agaaggagga gaagcgacag aagtctatga ccgccgetet gaagaagaag 480
aaggacctge tggtecgaggce cggacgacag cagaaggagyg tcgaggacaa catcaagcga 540
ctggaggtgg agatccaggce ccaggagcetg aaggtcaacyg acctgcagge cgagetggag 600
gaggtggage agcaggaggce ctctaaggtc gtcaagggca agaccgecgg caaggtgaac 660
gtgctggetyg gectegecaa gtctecgagtg gaggagetge gaaacgcecect gatggacgtg 720
cgaaaggagc gagatgacac ccgagcccga gttaaggaac tcgaagagat cctgtctaag 780
ttcaaggtgg agtacaaccc caacttcaac gacgagggcg tgaagcgage cgtgcgatct 840
tgggaggact acgccgccaa gggcaccectg gagggcgecg tgaacaacgce ccaggaccga 900
gacctggacyg agatcgccaa gcccgacgac gagaaggcecg gcatcaactg ggagcagtgg 960
gagaacgagyg aggacggctg tgaggcetgge ctggtgtace agetggecge ctacctgecce 1020
ccetetetgg tggagttcat cgagggcaag gtgctgtteg tgcgaggcect getggaggac 1080



75

US 9,206,408 B2

76

-continued
aacggcatcce tgcccaaggce cgccgagacce tctacctetg agtctaaggt ggtgtcetgag 1140
geecgagagyg ccgtgaagte tgccgagaag gagcetgggeg acaagcagaa gcagctgaag 1200
gaccacaagt ctgacctgga gaccgactac ggcgtgggcet ctatctteccg agccctgaag 1260
ggcgtgtgta tcectctaagga ctetggcecgag tacacctacg agcactgttt tctggaccag 1320
accaagcaga tccccaagaa gggcggagge tctacccgaa tgggcaagta caccggcate 1380
ggctectgtgt ctgtggacgt gctgaacgag gccggcgaga tcegtgcectga ggatcgagtyg 1440
accctgcagt acgccaacgg ccagggetgt tggaacggac ccegeccgatce taccaccgtg 1500
atcctgacct gtggcgagga ggacgccatce ctgaaggtgg ccgaggacga gaagtgtgtg 1560
tactctatgce acgtgacctce tcecccecgeegtg tgteccggeg gtgacgaggg cgccaccgcece 1620
cccaaccgaa aggacgagct gtaatagect a 1651
<210> SEQ ID NO 9
<211> LENGTH: 1534
<212> TYPE: DNA
<213> ORGANISM: Artificial Sequence
<220> FEATURE:
<223> OTHER INFORMATION: Synthetically generated oligonucleotide
<400> SEQUENCE: 9
gagctcageyg ctaccaageg aggctctece aaccccacce gagccgecge tgtgaaggece 60
gecttecaga cctettggaa cgectaccac cacttegect teccccacga cgacctgeac 120
ccegtgteta actegttega cgacgagega aacggcetggyg getcttetge catcgacgge 180
ctggacaccg ccatcctgat gggcgacgec gacatcgtga acaccatcct gcagtacgtg 240
ccccagatca acttcaccac caccgecegtg gecaaccagg gcatctetgt gttegagace 300
aacatccgat acctgggegg cctgctgtet gectacgace tgctgcgagyg ccccttetet 360
tctetggeca ccaaccagac cctggtgaac tetetgetge gacaggccca gaccctggece 420
aacggectga aggtggettt taccaccccee tetggegtge cegaccccac cgtgttette 480
aaccccaccg tgcgacgatce tggcgectet tcetaacaacyg tggcecgagat cggetctetg 540
gtgctggagt ggacccgact gtctgacctg accggcaacce cccagtacgce ccagetggece 600
cagaagggceg agtcttacct gectgaacccece aagggctcete cegaggectyg gceccggactg 660
atcggcacct tcgtgtctac ctctaacgge accttcecagyg actctteegyg ctettggtet 720
ggectgatgyg actctttcta cgagtacctg atcaagatgt acctgtacga cccecgtggece 780
ttegeccact acaaggaccg atgggtgetg gecgecgact ctaccatcege ccacctggece 840
tctcaccect ctacccgaaa ggacctgacce ttectgtect cttacaacgyg ccagtctace 900
tcteecaact ctggacacct ggcttectte gecggtggea acttcatcct gggeggcate 960
ctgctgaacg agcagaagta catcgacttc ggcatcaagc tggcctctte ctacttegece 1020
acctacaacc agaccgccte tggcatcgge cccgagggct tegectgggt ggactcetgtg 1080
accggegetg geggcectctee ccectettet cagtectgget tcectactcectte tgeccggette 1140
tgggtgaccg ccccctacta catcctgcga cccgagacce tggagtctet gtactacgece 1200
taccgagtga ccggcgactce taagtggcag gacctggect gggaggcctt ctetgccatce 1260
gaggacgcct gtcgagecgg ctetgectac tecttcectatca acgacgtgac ccaggccaac 1320
ggtggcggag cctcectgacga catggagtcet ttcectggtteg ccgaggccct gaagtacgece 1380
tacctgatct tcgccgagga atctgacgtg caggtgcagg ccaacggcgg caacaagttce 1440
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gtgttcaaca ccgaggccca ccccttetet atccgatett cttetegacyg aggeggecac

ctggcccatyg acgagetgta atagectagg tacc

<210> SEQ ID NO 10
<211> LENGTH: 500

<212> TYPE:

DNA

<213> ORGANISM: Artificial Sequence
<220> FEATURE:
<223> OTHER INFORMATION: Exemplary nucleotide sequence

promoter of Yarrowia lipolytica

<400> SEQUENCE: 10

cggcggactg
gacccegeca
tttaagtage
gtggtgcaaa
cctegaattt
tettttgeac
tataccgaac
ggtctgcatce

gaattaaaca

cgtecgaace
acgtgtcettyg
acaaggcacc
cggggcggaa
gagacgagtc
cacatcaggt
gtaggtttgg
geceggetcaa

cacatcaaca

<210> SEQ ID NO 11
<211> LENGTH: 6549

<212> TYPE:

DNA

agctccagea

gcccacgcac

tagctegeag

acggcgggaa

acggccccat

taccccaage

gnggCtth

ttgaatcttt

gegtttttte

tcatgtcatg

caaggtgtcc

aaagccacgg

tegecegege

caaacctttyg

tcegtetgte

tttcttette

<213> ORGANISM: Artificial Sequence
<220> FEATURE:
<223> OTHER INFORMATION: Exemplary motif

<400> SEQUENCE: 11

cttatectggyg

atagactgga

ggaattcgta

tagcttateg

acttgettet

cgatceggea

tttgtgtgta

getgaggtgt

tgtacgtaca

tcacaagtge

tatcgagacc

cgtatatata

tacaaccaca

cctecttecaca

agcegecget

cccececcacgac

ctettetgee

caccatcctyg

gcagtgaagt

ctatacggcet

taacttcgta

atacgegtge

ctttgtgtgt

tgctgaggtg

gtgtacgtac

ctcacaagtyg

ttatcgagac

cgtgcagtee

gttgttceceyg

caagagcgtt

cacatccacyg

gectgegeta

gtgaaggccg

gacctgcace

atcgacggec

cagtacgtge

atatgttatg

atcggtccaa

tagcaggagt

atgctgaggt

agtgtacgta

tctcacaagt

attatcgaga

cegtgeagte

cgttgttece

cgcececact

cccacctega

tgccagecac

tgggaacceyg

cecctggeage

ccttecagac

ccgtgtcetaa

tggacaccge

cccagatcaa

gtaatagtta

attagaaaga

tatccgaage

gtctcacaag

cattatcgag

geegtgeagt

cegttgttec

ccgeccceccac

geccaccteyg

tgcttetett

tceggeatge

agattttcac

aaactaagga

taccaagcga

ctcttggaac

ctegttegac

catcctgatg

cttcaccacc

cgggecattyg
ttggtgttgg
gaaccaaaga
gggcacgaat
aatggctege
tgttaaaaag
caaggcaaca

tcttctetat

cgagttagtt

acgtcaatgg

gataattacc

tgcecgtgeag

accgttgtte

ccecgececca

cgcecaccte

ttgcttetet

atccggcatg

tgtgtgtagt

actgatcacyg

tccacacacce

tccatgaage

ggctctececa

gectaccace

gacgagcgaa

ggcgacgccg

accgcegtygyg

for the GAP

agccgactge

gaggccactt

agcggcetgea

tgaggcacge

caacgcccegyg

cttaacatat

tttatataag

attcattctt

gaacttatag

ctctetggge

ctgttatcce

tccegeceee

cecgeccacct

cttgcttete

gatccggeat

ttgtgtgtag

ctgaggtgte

gtacgtacat

ggcaaaagtg

acatcacaca

tttccaccat

accccacccg

acttcgectt

acggetgggyg

acatcgtgaa

ccaaccaggg

1500

1534

60

120

180

240

300

360

420

480

500

60

120

180

240

300

360

420

480

540

600

660

720

780

840

900

960

1020

1080
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catctctgtg ttcgagacca acatccgata cctgggegge ctgctgtctg cctacgacct 1140
gctgegagge cccttetett ctetggecac caaccagacce ctggtgaact ctetgctgeg 1200
acaggcccag accctggeca acggcectgaa ggtggcetttt accaccccect ctggegtgece 1260
cgaccccacce gtgttcttceca accccaccgt gcgacgatct ggcgectctt ctaacaacgt 1320
ggccgagate ggctctectgg tgctggagtg gacccgactyg tcetgacctga ccggcaaccce 1380
ccagtacgee cagctggecce agaagggcega gtettacctyg ctgaaccceca agggetctee 1440
cgaggcctgg cccggactga teggcacctt cgtgtctacce tctaacggca ccttcecagga 1500
ctectteegge tettggtetyg gectgatgga ctetttetac gagtacctga tcaagatgta 1560
cctgtacgac cccgtggect tegcccacta caaggaccga tgggtgctgg ccgcecgactce 1620
taccatcgecce cacctggect ctcacceccte tacccgaaag gacctgacct tectgtecte 1680
ttacaacggc cagtctacct ctcccaactc tggacacctg gecttectteg ceggtggcaa 1740
cttcatcctg ggcggcatcece tgctgaacga gcagaagtac atcgacttcg gcatcaagcet 1800
ggcctettee tacttcgcecca cctacaacca gaccgectet ggcatcggece ccgagggcett 1860
cgectgggtg gactcectgtga ceggegetgg cggcectctece cectettete agtectggett 1920
ctactcttct gecggcettet gggtgaccge ccectactac atcctgcgac ccgagaccect 1980
ggagtctetg tactacgcct accgagtgac cggcgactcet aagtggcagg acctggectg 2040
ggaggcctte tetgecatcecg aggacgectg tcgagecgge tcetgectact cttcetatcaa 2100
cgacgtgacc caggccaacg gtggcggagce ctctgacgac atggagtctt tetggttege 2160
cgaggccectg aagtacgect acctgatctt cgccgaggaa tctgacgtgce aggtgcaggce 2220
caacggcggce aacaagttceg tgttcaacac cgaggcccac cccttcectcta tecgatcette 2280
ttctcgacga ggcggccace tggcccatga cgagctgtaa tagcctaggg tgtcectgtggt 2340
atctaagcta tttatcactc tttacaactt ctacctcaac tatctacttt aataaatgaa 2400
tatcgtttat tctctatgat tactgtatat gcgttcctet aagacaaatc gaattccatg 2460
tgtaacactc gctctggaga gttagtcatc cgacagggta actctaatct cccaacacct 2520
tattaactct gecgtaactgt aactcttctt gccacgtcega tcecttactcaa ttttectget 2580
catcatctgce tggattgttg tcectatcgtct ggctctaata catttattgt ttattgccca 2640
aacaactttc attgcacgta agtgaattgt tttataacag cgttcgccaa ttgctgcgece 2700
atcgtegtcece ggctgtcecta cegttagggt agtgtgtcetce acactaccga ggttactaga 2760
gttgggaaag cgatactgcc tcggacacac cacctggtet tacgactgca gagagaatcyg 2820
gegttaccte ctcacaaage cctcagtgceg gecgeccggyg gtgggcegaag aactccagea 2880
tgagatccee gegetggagg atcatccage cggegtceeeg gaaaacgatt ccgaagccca 2940
acctttcata gaaggcggcg gtggaatcga aatctcgtga tggcaggttg ggcgtcegett 3000
ggtcggtcecat ttcgaaccce agagtcccge tcagaagaac tcgtcaagaa ggcgatagaa 3060
ggcgatgege tgcgaatcgg gagceggcgat accgtaaage acgaggaagce ggtcagccca 3120
ttcgeccgeca agctcecttecag caatatcacg ggtagccaac gectatgtcect gatageggtce 3180
cgccacacce agccggecac agtcgatgaa tccagaaaag cggecatttt ccaccatgat 3240
attcggcaag caggcatcge catgggtcac gacgagatce tegecgtegyg gcatgegege 3300
cttgagcectg gecgaacagtt cggctggcge gageccctga tgctcttegt ccagatcatce 3360
ctgatcgaca agaccggctt ccatccgagt acgtgctege tcgatgcgat gtttegettg 3420
gtggtcgaat gggcaggtag ccggatcaag cgtatgcagce cgccgcattg catcagcecat 3480
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gatggatact ttctcggcag gagcaaggtg agatgacagg agatcctgcc ccggcactte 3540
geecaatage agccagtcce ttcecgette agtgacaacyg tcegagcacag ctgcgcaagyg 3600
aacgccegte gtggccagec acgatagceccg cgctgecteg tectgcagtt cattcagggce 3660
accggacagg tcggtecttga caaaaagaac cgggegceccee tgcegctgaca gccggaacac 3720
ggcggcatca gagcagccga ttgtctgttg tgcccagtca tagccgaata gcctctecac 3780
ccaagcggcece ggagaacctg cgtgcaatcce atcttgttca atcatgcgaa acgatcctca 3840
tcetgtetet tgatcagatce ttgatcccct gcgeccatcag atccttggeg gcaagaaagce 3900
catccagttt actttgcagg gcttcccaac cttaccagag ggcgccccag ctggcaatte 3960
cggttecgett getgtccata aaaccgccca gtctagetat cgccatgtaa geccactgca 4020
agctacctge tttctcectttg cgettgegtt tteecttgte cagatagccce agtagctgac 4080
attcatccgg ggtcagcacc gtttcectgcegg actggcttte tacgtgttece gettecttta 4140
gcagecccttyg cgccecctgagt gcttgcggca gecgtgaaget agecttatgeg gtgtgaaata 4200
ccgcacagat gcgtaaggag aaaataccgce atcaggcegcet cttceecgette ctegetcact 4260
gactcgctge gceteggtegt tcecggctgegg cgagcggtat cagctcactce aaaggcggta 4320
atacggttat ccacagaatc aggggataac gcaggaaaga acatgtgagc aaaaggccag 4380
caaaaggcca ggaaccgtaa aaaggccgcg ttgcectggegt tttteccatag getcecgeccce 4440
cctgacgage atcacaaaaa tcgacgctca agtcagaggt ggcgaaaccce gacaggacta 4500
taaagatacc aggcgtttcc ccctggaage tcecctegtge getctectgt tecgaccctg 4560
ccgcttaceg gatacctgte cgectttcecte ccttegggaa gegtggceget ttetcatage 4620
tcacgctgta ggtatctcag ttcggtgtag gtegtteget ccaagcectggg ctgtgtgcac 4680
gaacccceeg ttcagecccga ccgetgegece ttatccggta actatcgtcet tgagtccaac 4740
ccggtaagac acgacttatc geccactggca gecagccactyg gtaacaggat tagcagagcg 4800
aggtatgtag gcggtgctac agagttcttg aagtggtggce ctaactacgg ctacactaga 4860
aggacagtat ttggtatctg cgctctgctg aagccagtta ccttcggaaa aagagttggt 4920
agctcttgat ccggcaaaca aaccaccgct ggtagcggeg gttttttgtt tgcaagcagce 4980
agattacgcg cagaaaaaaa ggatctcaag aagatccttt gatcttttet tactgaacgg 5040
tgatccceccac cggaattgeg gecgctgtcecg ggaaccgegt tcaggtggaa caggacacct 5100
ccettgecact tecttggtata tcagtatagg ctgatgtatt catagtgggg tttttcataa 5160
taaatttact aacggcaggc aacattcact cggcttaaac gcaaaacgga ccgtcttgat 5220
atcttctgac gecattgacca ccgagaaata gtgttagtta ccgggtgagt tattgttcett 5280
ctacacaggc gacgcccatc gtctagagtt gatgtactaa ctcagatttc actacctacc 5340
ctatcccectgg tacgcacaaa gcactttgct agatagagtc gacaaaggcg ggccccccect 5400
cgagattacc ctgttatccc tacataactt cgtatagcat acattatacg aagttattct 5460
gaattccgag aaacacaaca acatgcccca ttggacagac catgcggata cacaggttgt 5520
gcagtaccat acatactcga tcagacaggt cgtctgacca tcatacaagc tgaacagcgce 5580
tccatacttg cacgctctet atatacacag ttaaattaca tatccatagt ctaacctcta 5640
acagttaatc ttctggtaag cctcccagce agecttetgg tatcgettgg cctectcaat 5700
aggatctecgg ttctggcegt acagacctceg gccgacaatt atgatatccg ttccggtaga 5760
catgacatcc tcaacagttc ggtactgctg tccgagageg tcectceccttgt cgtcaagacce 5820
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caccecegggg gtcagaataa gecagtecte agagtcgecce ttaggtcggt tetgggcaat 5880
gaagccaacc acaaactcgg ggtcggatcg ggcaagctca atggtctget tggagtactce 5940
gccagtggece agagagccct tgcaagacag ctcggecage atgagcagac ctcetggecag 6000
cttctegttyg ggagagggga ctaggaactc cttgtactgg gagttctcecgt agtcagagac 6060
gtcectectte ttetgttcag agacagtttce ctcecggcacca gctcecgcaggce cagcaatgat 6120
tceggttecg ggtacacegt gggcgttggt gatatcggac cactcggcga ttcggtgaca 6180
ccggtactgg tgcttgacag tgttgccaat atctgcgaac tttctgtcect cgaacaggaa 6240
gaaaccgtge ttaagagcaa gtteccttgag ggggagcaca gtgccggegt aggtgaagtce 6300
gtcaatgatg tcgatatggg tcttgatcat gcacacataa ggtccgacct tatcggcaag 6360
ctcaatgagce tccttggtgg tggtaacatc cagagaagca cacaggttgg ttttettggce 6420
tgccacgagce ttgagcactc gagcggcaaa ggcggacttg tggacgttag ctcgagette 6480
gtaggagggc attttggtgg tgaagaggag actgaaataa atttagtctg cagaactttt 6540
tatcggaac 6549
<210> SEQ ID NO 12
<211> LENGTH: 6485
<212> TYPE: DNA
<213> ORGANISM: Artificial Sequence
<220> FEATURE:
<223> OTHER INFORMATION: Exemplary motif
<400> SEQUENCE: 12
tagcaggagt tatccgaagc gataattacc ctgttatccee tagecttatceg atacggcgga 60
ctgegtecga accagetcca gecagegtttt ttecgggeca ttgagccgac tgcgaccccyg 120
ccaacgtgte ttggeccacg cactcatgte atgttggtgt tgggaggeca ctttttaagt 180
agcacaaggc acctagctcg cagcaaggtg tccgaaccaa agaagcgget gcagtggtge 240
aaacggggcg gaaacggcgg gaaaaagcca cgggggcacyg aattgaggca cgccectcgaa 300
tttgagacga gtcacggcce cattcgeceg cgcaatgget cgcecaacgece cggtettttg 360
caccacatca ggttacccca agccaaacct ttgtgttaaa aagcttaaca tattataccg 420
aacgtaggtt tgggegggcet tgctcegtet gtecaaggea acatttatat aagggtcetge 480
atcgceccgget caattgaatce ttttttette ttectcecttete tatattcatt cttgaattaa 540
acacacatca acaggatcca tgaagcttte caccatccte ttcacagect gcgctaccct 600
ggeegetace aagcgaggct ctcccaacce cacccgagec gecgcetgtga aggecgectt 660
ccagacctet tggaacgect accaccactt cgectteceee cacgacgacce tgcaccccegt 720
gtctaacteyg ttcgacgacyg agcgaaacgg ctggggetcet tetgccateg acggectgga 780
caccgecate ctgatgggceg acgccgacat cgtgaacacce atcctgcagt acgtgeccca 840
gatcaacttc accaccaccg ccgtggccaa ccagggcatce tcectgtgtteg agaccaacat 900
ccgatacctyg ggcggectge tgtctgecta cgacctgetyg cgaggcccect tcetettetet 960
ggccaccaac cagaccctgg tgaactctcet getgegacag geccagaccce tggcecaacgg 1020
cctgaaggtg gettttacca ccccecctetgg cgtgecccgac cccaccgtgt tettcaacce 1080
caccgtgcga cgatctggeg cctcecttectaa caacgtggec gagatcgget ctetggtget 1140
ggagtggacce cgactgtctg acctgaccgg caaccceccag tacgcccagce tggeccagaa 1200
gggcgagtcet tacctgectga accccaaggg ctctcecceccgag gectggecccg gactgategg 1260
caccttegtg tctaccteta acggcacctt ccaggactcet teccggcectcett ggtectggect 1320
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gatggactct ttctacgagt acctgatcaa gatgtacctg tacgaccccg tggecttege 1380
ccactacaag gaccgatggg tgctggccgce cgactctacc atcgcccacce tggcectcetca 1440
ccectetace cgaaaggacce tgaccttcect gtectcttac aacggccagt ctacctcetcece 1500
caactctgga cacctggcett ccttcegecgg tggcaacttce atcctgggeg gcatcctget 1560
gaacgagcag aagtacatcg acttcggcat caagctggec tcecttectact tcgceccaccta 1620
caaccagacc gcctcectggca teggecccga gggcttegece tgggtggact ctgtgaccgg 1680
cgetggegge tcetcecccect cttectcagte tggettcetac tettetgeeg gettetgggt 1740
gaccgcceece tactacatce tgcgacccga gaccctggag tcetcectgtact acgectaccyg 1800
agtgaccggce gactctaagt ggcaggacct ggcctgggag gecttcectcectg ccatcgagga 1860
cgectgtega gecggctetyg cctactette tatcaacgac gtgacccagg ccaacggtgg 1920
cggagcectcet gacgacatgg agtctttcectg gttegccgag gecctgaagt acgcectacct 1980
gatcttcgee gaggaatctg acgtgcaggt gcaggccaac ggcggcaaca agttcegtgtt 2040
caacaccgag gcccaccect tetctatceg atcttettet cgacgaggeg gecacctggce 2100
ccatgacgag ctgtaatagc ctagggtgtc tgtggtatct aagctattta tcactcttta 2160
caacttctac ctcaactatc tactttaata aatgaatatc gtttattctc tatgattact 2220
gtatatgcgt tcctctaaga caaatcgaat tccatgtgta acactcgetce tggagagtta 2280
gtcatccgac agggtaactc taatctccca acaccttatt aactctgegt aactgtaact 2340
cttcttgecca cgtcgatctt actcaatttt cctgctcatc atctgcectgga ttgttgtcta 2400
tcgtctgget ctaatacatt tattgtttat tgcccaaaca actttcattg cacgtaagtg 2460
aattgtttta taacagcgtt cgccaattgc tgcgccatcg tcgtcecgget gtectaccegt 2520
tagggtagtg tgtctcacac taccgaggtt actagagttg ggaaagcgat actgcctcegg 2580
acacaccacc tggtcttacg actgcagaga gaatcggegt tacctcctca caaagcccte 2640
agtgcggeceg cccggggtgyg gcgaagaact ccagcatgag atccccgege tggaggatca 2700
tccagecegge gtcccggaaa acgattcecga ageccaacct ttcatagaag gceggeggtgg 2760
aatcgaaatc tcgtgatggce aggttgggcg tcgecttggte ggtcattteg aaccccagag 2820
tceegetcag aagaactegt caagaaggeg atagaaggeg atgegetgeg aatcgggage 2880
ggcgatacceyg taaagcacga ggaagcggtc agcccatteg cegccaaget cttcagcaat 2940
atcacgggta gccaacgcta tgtcctgata geggtcecgece acacccagece ggccacagte 3000
gatgaatcca gaaaagcggce cattttccac catgatattc ggcaagcagg catcgccatg 3060
ggtcacgacg agatcctcge cgtegggcat gecgcegecttg agectggcecga acagttegge 3120
tggcgcgage ccctgatget cttegtceccag atcatcctga tcgacaagac cggcttcecat 3180
ccgagtacgt gectcegctega tgcgatgttt cgettggtgg tcgaatggge aggtagccgg 3240
atcaagcgta tgcagccgcec gcattgcatce agccatgatg gatactttet cggcaggagce 3300
aaggtgagat gacaggagat cctgccccgg cacttcgecce aatagcagcce agtcccttcece 3360
cgcettecagtyg acaacgtcga gcacagetge gcaaggaacyg ccecgtegtgyg ccagecacga 3420
tagccgeget gectegtect gcecagttcatt cagggcaccg gacaggtcgg tcettgacaaa 3480
aagaaccggg cgccectgeg ctgacagecg gaacacggeyg gcatcagage agcecgattgt 3540
ctgttgtgcce cagtcatage cgaatagcct ctceccacccaa gecggccggag aacctgegtg 3600
caatccatct tgttcaatca tgcgaaacga tcctcatcect gtctcecttgat cagatcttga 3660
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tceectgege catcagatcecce ttggcggcaa gaaagccatc cagtttactt tgcagggcett 3720
cccaacctta ccagagggceg ccccagcetgg caattceggt tegcettgctg tecataaaac 3780
cgcccagtet agctatcgec atgtaagcce actgcaaget acctgettte tetttgeget 3840
tgcgttttece cttgtccaga tagcccagta gctgacattc atccggggtce agcaccgttt 3900
ctgcggactg getttctacg tgttceccegett cctttagcag ceccttgcecgece ctgagtgett 3960
gcggcagegt gaagctagcet tatgeggtgt gaaataccge acagatgegt aaggagaaaa 4020
taccgcatca ggcgctctte cgcttecteg ctcactgact cgctgegcte ggtegttegg 4080
ctgcggcgag cggtatcage tcactcaaag gcggtaatac ggttatccac agaatcaggg 4140
gataacgcag gaaagaacat gtgagcaaaa ggccagcaaa aggccaggaa ccgtaaaaag 4200
gcecgegttge tggegttttt ccataggectce cgccceccctyg acgagcatca caaaaatcga 4260
cgctcaagtc agaggtggcg aaacccgaca ggactataaa gataccaggce gtttcccect 4320
ggaagctecece tegtgecgcete teectgttecg accctgceccge ttaccggata cctgtecgece 4380
tttcteectt cgggaagegt ggcgcetttcet catagctcac getgtaggta tetcagttceg 4440
gtgtaggtcg ttecgctccaa gctgggetgt gtgcacgaac cccccegttca gcccgaccge 4500
tgcgecttat ccggtaacta tegtcttgag tccaacccegg taagacacga cttatcgeca 4560
ctggcagcag ccactggtaa caggattagc agagcgaggt atgtaggcgg tgctacagag 4620
ttcttgaagt ggtggcctaa ctacggctac actagaagga cagtatttgg tatctgcget 4680
ctgctgaagce cagttacctt cggaaaaaga gttggtagct cttgatccgg caaacaaacc 4740
accgctggta geggeggttt tttgtttgca agcagcagat tacgcgcaga aaaaaaggat 4800
ctcaagaaga tcctttgatc ttttcttact gaacggtgat ccccaccgga attgcggecg 4860
ctgtcgggaa ccgcgttcag gtggaacagg acacctcecect tgcacttctt ggtatatcag 4920
tataggctga tgtattcata gtggggtttt tcataataaa tttactaacg gcaggcaaca 4980
ttcactcegge ttaaacgcaa aacggaccgt cttgatatct tcectgacgcat tgaccaccga 5040
gaaatagtgt tagttaccgg gtgagttatt gttcttctac acaggcgacg cccatcgtcet 5100
agagttgatg tactaactca gatttcacta cctaccctat ccctggtacg cacaaagcac 5160
tttgctagat agagtcgaca aaggcgggcce cccectegag attaccctgt tatccctaca 5220
taacttcgta tagcatacat tatacgaagt tattctgaat tccgcccaga gagccattga 5280
cgttctttet aatttggacc gatagccgta tagtccagtc tatctataag ttcaactaac 5340
tcgtaactat taccataaca tatacttcac tgccccagat aaggttccga taaaaagttce 5400
tgcagactaa atttatttca gtctcctctt caccaccaaa atgccctcect acgaagctcg 5460
agctaacgtc cacaagtccg cctttgecge tcgagtgcetce aagctegtgg cagccaagaa 5520
aaccaacctg tgtgcttcecte tggatgttac caccaccaag gagctcattg agcttgccga 5580
taaggtcgga ccttatgtgt gcatgatcaa gacccatatc gacatcattg acgacttcac 5640
ctacgcegge actgtgctec ccctcaagga acttgctett aagcacggtt tettectgtt 5700
cgaggacaga aagttcgcag atattggcaa cactgtcaag caccagtacc ggtgtcaccg 5760
aatcgccgag tggtccgata tcaccaacgce ccacggtgta cccggaaccg gaatcattgce 5820
tggcctgega getggtgecg aggaaactgt ctectgaacag aagaaggagg acgtctcectga 5880
ctacgagaac tcccagtaca aggagttcct agtcccctet ceccaacgaga agctggccag 5940
aggtctgectce atgctggecg agectgtecttg caagggcetcet ctggccactg gcegagtactce 6000
caagcagacc attgagcttg cccgatccga ccccgagttt gtggttgget tcecattgeccca 6060
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gaaccgacct aagggcgact ctgaggactg gcttattctg accccegggg tgggtcttga 6120
cgacaaggga gacgctctcecg gacagcagta ccgaactgtt gaggatgtca tgtctaccgg 6180
aacggatatc ataattgtcg gccgaggtct gtacggccag aaccgagatc ctattgagga 6240
ggccaagcga taccagaagg ctggctggga ggcttaccag aagattaact gttagaggtt 6300
agactatgga tatgtaattt aactgtgtat atagagagcg tgcaagtatg gagcgctgtt 6360
cagcttgtat gatggtcaga cgacctgtct gatcgagtat gtatggtact gcacaacctg 6420
tgtatccgca tggtctgtec aatggggcat gttgttgtgt ttctcggaat tegtataact 6480
tcgta 6485
<210> SEQ ID NO 13
<211> LENGTH: 6996
<212> TYPE: DNA
<213> ORGANISM: Artificial Sequence
<220> FEATURE:
<223> OTHER INFORMATION: Exemplary motif
<400> SEQUENCE: 13
caaggggtag gcgaatggta cgattccgec aagtgagact ggcgatcggyg agaagggttg 60
gtggtcatgyg gggatagaat ttgtacaagt ggaaaaacca ctacgagtag cggatttgat 120
accacaagta gcagagatat acagcaatgg tgggagtgca agtatcggaa tgtactgtac 180
ctectgtact cgtactegta cggcactegt agaaacgggg caatacgggyg gagaagcgat 240
cgecegtetyg ttcaatcgece acaagtccga gtaatgceteg agtatcgaag tcettgtacct 300
cccetgtcaat catggcacca ctggtcttga cttgtctatt catactggac aagcgccaga 360
gttagctage gaatttcgee ctcggacatc accccatacg acggacacac atgcccgaca 420
aacagcctcet cttattgtag ctgaaagtat attgaatgtg aacgtgtaca atatcaggta 480
ccagegggag gttacggcca aggtgatacce ggaataacce tggcecttggag atggtceggte 540
cattgtactg aagtgtccgt gtecgtttccg tcactgcecccce aattggacat gtttgttttt 600
ccgatettte gggegeccte tecttgtete cttgtetgte tectggactyg ttgctaccce 660
atttctttgg cctcecattgg ttectecceg tetttcacgt cgtctatggt tgcatggttt 720
cccttatact tttecccaca gtcacatgtt atggaggggt ctagatggac atggtgcaag 780
geeegecagygyg ttgattcgac gettttcecege gaaaaaaaca agtccaaata ccccegttta 840
ttcteccteg geteteggta tttcacatga aaactataac ctagactaca cgggcaacct 900
taaccccaga gtatacttat ataccaaagg gatgggtcct caaaaatcac acaagcaacyg 960
gatccatgaa gctttceccace atcctcttca cagcctgcge taccctggece gctaccaage 1020
gaggctctee caaccccace cgagecgecg ctgtgaagge cgecttecag acctettgga 1080
acgcctacca ccacttcgece ttecccccacg acgacctgca ccccegtgtet aactegtteg 1140
acgacgagceg aaacggcetgg ggctcttetg cecatcgacgg ccetggacacce gccatcctga 1200
tgggcgacgce cgacatcgtg aacaccatcce tgcagtacgt geccccagatc aacttcacca 1260
ccaccgecgt ggccaaccag ggcatctcectg tgttcgagac caacatccga tacctgggceg 1320
gcctgetgte tgecctacgac ctgctgcgag gecccttcete ttetetggece accaaccaga 1380
ccetggtgaa ctcetetgetyg cgacaggcce agaccctgge caacggcctg aaggtggett 1440
ttaccaccce ctcectggegtyg cccgacccca ccgtgttett caaccccacce gtgcgacgat 1500
ctggcgecte ttctaacaac gtggccgaga tcggctetet ggtgctggag tggacccgac 1560
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tgtctgacct gaccggcaac ccccagtacg cecagcetgge ccagaagggce gagtcttace 1620
tgctgaaccce caagggctcet cccgaggcect ggcccggact gatcggcacce ttegtgtceta 1680
cctctaacgg caccttccag gactcttceceg gctettggte tggcecctgatg gactcetttet 1740
acgagtacct gatcaagatg tacctgtacg accccgtgge cttcegecccac tacaaggacce 1800
gatgggtgct ggccgccgac tctaccatcg cccacctgge ctcetcacccce tctacccgaa 1860
aggacctgac cttcecctgtece tettacaacg gccagtctac ctctecccaac tcetggacacce 1920
tggcttectt cgcecggtgge aacttcatce tgggcggcat cctgctgaac gagcagaagt 1980
acatcgactt cggcatcaag ctggcctctt cctacttege cacctacaac cagaccgect 2040
ctggcatcgg ccccgagggce ttegectggg tggactetgt gaccggcecget ggcggctcete 2100
cceectette tcagtctgge ttectactcett ctgecggett ctgggtgacce gecccectact 2160
acatcctgeg acccgagacce ctggagtcte tgtactacge ctaccgagtg accggcgact 2220
ctaagtggca ggacctggcecc tgggaggcect tctetgecat cgaggacgcce tgtcgagecg 2280
gctetgecta ctettectate aacgacgtga cccaggccaa cggtggcgga gcctcectgacy 2340
acatggagtc tttctggttc gecgaggcce tgaagtacgce ctacctgatce ttecgecgagg 2400
aatctgacgt gcaggtgcag gccaacggeg gcaacaagtt cgtgttcaac accgaggcce 2460
accccttete tatccgatet tettcectegac gaggcggceca cctggcccat gacgagetgt 2520
aatagcctag ggtgtctgtyg gtatctaagce tatttatcac tctttacaac ttctacctca 2580
actatctact ttaataaatg aatatcgttt attctctatg attactgtat atgcgttcct 2640
ctaagacaaa tcgaattcca tgtgtaacac tcgctctgga gagttagtca tcecgacaggg 2700
taactctaat ctcccaacac cttattaact ctgcgtaact gtaactctte ttgccacgtce 2760
gatcttactc aattttcctg ctcatcatct gectggattgt tgtctatcegt ctggctctaa 2820
tacatttatt gtttattgcc caaacaactt tcattgcacg taagtgaatt gttttataac 2880
agcgttegece aattgctgeg ccatcgtcegt ccggctgtece taccgttagg gtagtgtgtce 2940
tcacactacc gaggttacta gagttgggaa agcgatactg cctcggacac accacctggt 3000
cttacgactg cagagagaat cggcgttacc tcctcacaaa geccctcagtg cggccgececcg 3060
gggtgggcga agaactccag catgagatcce ccgegetgga ggatcatcca gecggegtec 3120
cggaaaacga ttccgaagcc caacctttca tagaaggcegg cggtggaatc gaaatctegt 3180
gatggcaggt tgggcgtcge ttggtcggtce atttcgaacc ccagagtccce gctcagaaga 3240
actcgtcaag aaggcgatag aaggcgatge getgcgaate gggagceggeyg ataccgtaaa 3300
gcacgaggaa gcggtcagee cattcgecge caagctette agcaatatca cgggtageca 3360
acgctatgte ctgatagegg tccgccacac ccagecggece acagtcgatyg aatccagaaa 3420
agcggccatt ttccaccatg atattcggca agcaggcatc gccatgggtce acgacgagat 3480
cctegeegte gggcatgege gecttgagcee tggcgaacag ttcecggctgge gegagceccect 3540
gatgctctte gteccagatca tcctgatcga caagaccggce ttceccatccga gtacgtgetce 3600
gctecgatgeg atgttteget tggtggtega atgggcaggt agccggatca agcgtatgca 3660
gccgecgeat tgcatcagce atgatggata ctttectcecgge aggagcaagg tgagatgaca 3720
ggagatcctyg cccecggcact tcgecccaata gcagccagte cctteccget tcagtgacaa 3780
cgtcgagcac agctgegcaa ggaacgecceg tegtggecag ccacgatage cgcegetgect 3840
cgtcctgecag ttcattcagg gcaccggaca ggteggtett gacaaaaaga accgggcgcece 3900
cctgecgetga cagccggaac acggcggcat cagagcagcec gattgtctgt tgtgceccagt 3960
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catagccgaa tagcctctec acccaagcgg ccggagaacce tgcgtgcaat ccatcttgtt 4020
caatcatgcg aaacgatcct catcctgtcet cttgatcaga tcecttgatcce ctgecgccatce 4080
agatccttgg cggcaagaaa gccatccagt ttactttgca gggcttccca accttaccag 4140
agggcgceccce agctggcaat tcecggttcecge ttgctgteca taaaaccgece cagtctaget 4200
atcgccatgt aagcccactg caagctacct gctttctett tgcecgettgeg ttttececttg 4260
tccagatage ccagtagetg acattcatce ggggtcagca ccgtttctge ggactggett 4320
tctacgtgtt ccgcttectt tagcageccct tgcgccctga gtgcttgcgg cagcgtgaag 4380
ctagcttatg cggtgtgaaa taccgcacag atgcgtaagg agaaaatacc gcatcaggcg 4440
ctectteeget tectegcteca ctgacteget gecgeteggte gttecggctge ggcgageggt 4500
atcagctcac tcaaaggcgg taatacggtt atccacagaa tcaggggata acgcaggaaa 4560
gaacatgtga gcaaaaggcc agcaaaaggc caggaaccgt aaaaaggccg cgttgctgge 4620
gtttttccat aggctccgce ccectgacga gcatcacaaa aatcgacgct caagtcagag 4680
gtggcgaaac ccgacaggac tataaagata ccaggcgttt ccccctggaa gcteccctegt 4740
gcgetcetect gtteccgacce tgccgcttac cggatacctg tecgecttte tceectteggy 4800
aagcgtggeg ctttectcata getcacgetg taggtatcte agttcecggtgt aggtcegttceg 4860
ctccaagetg ggctgtgtge acgaacccce cgttcagecce gaccgectgeg ccecttatcecegg 4920
taactatcgt cttgagtcca acccggtaag acacgactta tcgccactgg cagcagccac 4980
tggtaacagg attagcagag cgaggtatgt aggcggtgct acagagttct tgaagtggtg 5040
gcctaactac ggctacacta gaaggacagt atttggtatc tgcgctcectgce tgaagccagt 5100
taccttegga aaaagagttg gtagctecttg atccggcaaa caaaccaccg ctggtagegg 5160
cggttttttg tttgcaagca gcagattacg cgcagaaaaa aaggatctca agaagatcct 5220
ttgatctttt cttactgaac ggtgatccce accggaattg cggccgctgt cgggaaccgce 5280
gttcaggtgg aacaggacac ctcccttgca cttcttggta tatcagtata ggctgatgta 5340
ttcatagtgg ggtttttcat aataaattta ctaacggcag gcaacattca ctcggcttaa 5400
acgcaaaacg gaccgtcttg atatcttctg acgcattgac caccgagaaa tagtgttagt 5460
taccgggtga gttattgtte ttctacacag gcgacgccca tcgtctagag ttgatgtact 5520
aactcagatt tcactaccta ccctatccct ggtacgcaca aagcactttg ctagatagag 5580
tcgacaaagg cgggccceece ctcgagatta ccctgttatce cctacataac ttegtatagce 5640
atacattata cgaagttatt ctgaattccg cccagagagc cattgacgtt ctttctaatt 5700
tggaccgata gccgtatagt ccagtctatc tataagttca actaactcgt aactattacc 5760
ataacatata cttcactgcc ccagataagg ttccgataaa aagttctgca gactaaattt 5820
atttcagtct cctcttcacc accaaaatgc cctectacga agctcgagcet aacgtccaca 5880
agtccgectt tgccgctega gtgctcaage tcecgtggcage caagaaaacce aacctgtgtg 5940
cttctetgga tgttaccacc accaaggagc tcattgaget tgccgataag gtcggacctt 6000
atgtgtgcat gatcaagacc catatcgaca tcattgacga cttcacctac gccggcactg 6060
tgctcececct caaggaactt gcectcttaage acggtttett ccectgttcgag gacagaaagt 6120
tcgcagatat tggcaacact gtcaagcacc agtaccggtg tcaccgaatc geccgagtggt 6180
ccgatatcac caacgcccac ggtgtacccg gaaccggaat cattgectgge ctgcgagetg 6240
gtgccgagga aactgtctct gaacagaaga aggaggacgt ctctgactac gagaactccce 6300
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agtacaagga gttcctagtce ccctctecca acgagaagcet ggccagaggt ctgctcatgce 6360
tggccgaget gtcttgcaag ggctctetgg ccactggega gtactccaag cagaccattg 6420
agcttgeceg atccgaccece gagtttgtgg ttggcttcecat tgcccagaac cgacctaagg 6480
gcgactctga ggactggcett attctgacce ccggggtggg tettgacgac aagggagacyg 6540
ctctcggaca gcagtaccga actgttgagg atgtcatgtce taccggaacg gatatcataa 6600
ttgtcggecg aggtctgtac ggccagaacce gagatcctat tgaggaggcce aagcgatacce 6660
agaaggctgg ctgggaggct taccagaaga ttaactgtta gaggttagac tatggatatg 6720
taatttaact gtgtatatag agagcgtgca agtatggagc gctgttcage ttgtatgatg 6780
gtcagacgac ctgtctgatc gagtatgtat ggtactgcac aacctgtgta tccgcatggt 6840
ctgtccaatg gggcatgttg ttgtgtttct cggaattcegt ataacttcgt atagcaggag 6900
ttatccgaag cgataattac cctgttatce ctagcttatc gattcccaca agacgaacaa 6960
gtgataggcc gagagccgag gacgaggtgg agtgca 6996
<210> SEQ ID NO 14
<211> LENGTH: 7195
<212> TYPE: DNA
<213> ORGANISM: Artificial Sequence
<220> FEATURE:
<223> OTHER INFORMATION: Exemplary motif
<400> SEQUENCE: 14
taattaccct gttatceccta gettategat agagaccggyg ttggeggegt atttgtgtcee 60
caaaaaacag ccccaattgc cccaattgac cccaaattga cccagtageg ggcccaacce 120
cggcgagage ccccttcacce ccacatatca aacctcccee ggtteccaca cttgecgtta 180
agggcgtagg gtactgcagt ctggaatcta cgettgtteca gactttgtac tagtttettt 240
gtectggecat cegggtaace catgecggac gcaaaataga ctactgaaaa tttttttget 300
ttgtggttgg gactttagcc aagggtataa aagaccaccyg tccccgaatt acctttecte 360
ttettttete tetetecttyg tcaactcaca cecgaaggat ccatgaaget ttccaccate 420
ctettecacag cctgegetac cctggecget accaagcgag gctctcccaa ccccacccga 480
geegecgety tgaaggccge cttecagace tcettggaacyg cctaccacca cttegectte 540
ccccacgacg acctgcacce cgtgtctaac tegttcegacyg acgagcgaaa cggcetgggge 600
tcttetgeca tcegacggect ggacaccgece atectgatgg gegacgcecga catcgtgaac 660
accatcctge agtacgtgcce ccagatcaac ttcaccacca ccgecgtgge caaccaggge 720
atctectgtgt tcgagaccaa catccgatac ctgggceggece tgctgtcetge ctacgacctg 780
ctgcgaggee ccttetette tetggecacce aaccagacce tggtgaacte tctgetgcga 840
caggcccaga ccctggecaa cggcctgaag gtggetttta ccacccccte tggegtgece 900
gaccccaceyg tgttcecttcaa ccccaccgtg cgacgatctg gegectette taacaacgtg 960
gccgagateg getetetggt gctggagtgg acccgactgt ctgacctgac cggcaacccce 1020
cagtacgcce agctggecca gaagggcegag tcettacctge tgaaccccaa gggctctcece 1080
gaggcctgge ccggactgat cggcaccttce gtgtctaccet ctaacggcac cttceccaggac 1140
tcttecgget cttggtctgg cctgatggac tcetttctacg agtacctgat caagatgtac 1200
ctgtacgacc ccgtggcectt cgcccactac aaggaccgat gggtgctgge cgccgactcet 1260
accatcgeccce acctggcecte tcacccectcet acccgaaagg acctgacctt ccectgtectet 1320
tacaacggcce agtctaccte tcecccaactct ggacacctgg cttcecttege cggtggcaac 1380
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ttcatcetgg gecggcatect getgaacgag cagaagtaca tcgacttcgg catcaagcetg 1440
gcctettect acttcegecac ctacaaccag accgectctg gcatcggecce cgagggcette 1500
gcctgggtgg actcectgtgac cggegcectgge ggctcectcecee cctettetca gtetggette 1560
tactcttetg cecggecttetyg ggtgaccgcee ccectactaca tectgcgace cgagaccctg 1620
gagtctctgt actacgccta ccgagtgacce ggcgactcta agtggcagga cctggcecetgg 1680
gaggccttet ctgeccatcga ggacgcctgt cgagccggcet ctgcectactce ttcectatcaac 1740
gacgtgacce aggccaacgg tggcggagcec tctgacgaca tggagtcecttt ctggttegece 1800
gaggccctga agtacgecta cctgatctte gecgaggaat ctgacgtgca ggtgcaggece 1860
aacggcggca acaagttegt gttcaacacc gaggcccacc ccttcectctat ccgatcttet 1920
tctecgacgag gecggccacct ggcccatgac gagctgtaat agcecctagggt gtcectgtggta 1980
tctaagctat ttatcactct ttacaacttc tacctcaact atctacttta ataaatgaat 2040
atcgtttatt ctctatgatt actgtatatg cgttcctceta agacaaatcg aattccatgt 2100
gtaacactcg ctctggagag ttagtcatcc gacagggtaa ctctaatctce ccaacacctt 2160
attaactctg cgtaactgta actcttecttg ccacgtcgat cttactcaat tttectgetce 2220
atcatctgect ggattgttgt ctatcgtctg gctctaatac atttattgtt tattgcccaa 2280
acaactttca ttgcacgtaa gtgaattgtt ttataacagc gttcgccaat tgctgcgcca 2340
tcgtegteecg getgtectac cgttagggta gtgtgtetca cactaccgag gttactagag 2400
ttgggaaagc gatactgcct cggacacacc acctggtett acgactgcag agagaatcgg 2460
cgttacctee tcacaaagcce ctcagtgegg cegeccegggyg tgggcgaaga actccagcat 2520
gagatcceeyg cgetggagga tcatccagece ggcegteccgg aaaacgattc cgaagcccaa 2580
cctttcatag aaggcggcegg tggaatcgaa atctcecgtgat ggcaggttgg gegtcegettg 2640
gtcggtcatt tcgaacccca gagtccceget cagaagaact cgtcaagaag gcgatagaag 2700
gegatgeget gegaatcggg agcggcgata ccgtaaagca cgaggaageg gtcagcccat 2760
tcgcecgecaa getcttcage aatatcacgg gtagccaacg ctatgtcecctg atageggtcece 2820
gccacaccca gecggecaca gtcgatgaat ccagaaaagce ggccattttce caccatgata 2880
tteggcaage aggcatcgcece atgggtcacg acgagatcct cgeegtceggyg catgegegece 2940
ttgagcctgg cgaacagttc ggctggegceg agceccctgat gectcttegte cagatcatce 3000
tgatcgacaa gaccggcttce catccgagta cgtgcteget cgatgcgatg tttegettgg 3060
tggtcgaatg ggcaggtagce cggatcaagc gtatgcagcc geccgcattge atcagccatg 3120
atggatactt tctcggcagg agcaaggtga gatgacagga gatcctgccce cggcacttceg 3180
cccaatagca gccagtcecect tcccgettca gtgacaacgt cgagcacage tgcgcaagga 3240
acgccegteg tggccageca cgatagecge gctgectegt cctgcagtte attcagggca 3300
ccggacaggt cggtcecttgac aaaaagaacce gggegcccect gegetgacag ccggaacacyg 3360
gcggcatcag agcagccgat tgtetgttgt gecccagtcat agccgaatag cctetccacce 3420
caagcggccg gagaacctgce gtgcaatcca tcttgttcaa tcatgcgaaa cgatcctcat 3480
cctgtetett gatcagatcect tgatccecctg cgccatcaga tceccttggcecgg caagaaagcce 3540
atccagttta ctttgcaggg cttcccaacce ttaccagagg gcgccccagce tggcaattcece 3600
ggttecgcttyg ctgtccataa aaccgcccag tcectagectate gecatgtaag cccactgcaa 3660
gctacctget ttetetttge gcecttgegttt tecccttgtec agatagccca gtagctgaca 3720
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ttcatceggg gtcagcaccyg tttcectgegga ctggctttet acgtgttceceg cttectttag 3780
cagccecttge gecctgagtyg cttgcggcag cgtgaagceta gecttatgcgg tgtgaaatac 3840
cgcacagatg cgtaaggaga aaataccgca tcaggcgctc ttccgettee tegctcactg 3900
actcgetgeg cteggtegtt cggctgegge gageggtatce agctcactca aaggcggtaa 3960
tacggttatc cacagaatca ggggataacg caggaaagaa catgtgagca aaaggccagce 4020
aaaaggccag gaaccgtaaa aaggccgcgt tgctggegtt tttceccatagg cteccgccccce 4080
ctgacgagca tcacaaaaat cgacgctcaa gtcagaggtyg gcgaaacccyg acaggactat 4140
aaagatacca ggcgtttecee cctggaagct ccctegtgeg ctcetectgtt ccgaccctge 4200
cgcttaccgg atacctgtec gectttetee cttegggaag cgtggcgcett tetcataget 4260
cacgctgtag gtatctcagt teggtgtagg tcgttcecgete caagctggge tgtgtgcacg 4320
aaccceecgt tcagecccgac cgctgcegect tatccggtaa ctatcgtcectt gagtccaacce 4380
cggtaagaca cgacttatcg ccactggcag cagccactgg taacaggatt agcagagcga 4440
ggtatgtagg cggtgctaca gagttcttga agtggtggcc taactacggc tacactagaa 4500
ggacagtatt tggtatctgc gctcectgctga agccagttac cttcggaaaa agagttggta 4560
gctettgate cggcaaacaa accaccgctg gtagcggcegg ttttttgttt gcaagcagca 4620
gattacgcgce agaaaaaaag gatctcaaga agatcctttg atcttttectt actgaacggt 4680
gatccccace ggaattgcegg ccgetgtegg gaaccgegtt caggtggaac aggacaccte 4740
ccttgcactt cttggtatat cagtataggc tgatgtattc atagtggggt ttttcataat 4800
aaatttacta cacaccacct ggtcttacga ctgcagagag aatcggcgtt acctcctcac 4860
aaagccctcea gtgeggecge ccggggtggg cgaagaacte cagcatgaga tcccegeget 4920
ggaggatcat ccagccggeg tcccggaaaa cgattccgaa geccaacctt tcatagaagg 4980
cggcggtgga atcgaaatct cgtgatggca ggttgggegt cgcttggteg gtcatttega 5040
accccagagt cccgcetcaga agaactcegtce aagaaggcga tagaaggcga tgcgetgcga 5100
atcgggageg gcgataccgt aaagcacgag gaagcggtca gceccattege cgccaagcete 5160
ttcagcaata tcacgggtag ccaacgctat gtcctgatag cggtccgcca cacccagecg 5220
gccacagteg atgaatccag aaaagcggcec attttccacc atgatattcg gcaagcaggce 5280
atcgccatgg gtcacgacga gatcctegcee gtcecgggcatg cgcgecttga gectggcgaa 5340
cagttcggcet ggcgcgagece cctgatgcte ttegtccaga tcatcctgat cgacaagacce 5400
ggcttccate cgagtacgtg ctecgctcegat gecgatgttte gettggtggt cgaatgggca 5460
ggtagccgga tcaagcgtat gcagccgecg cattgcatca gcecatgatgg atactttete 5520
ggcaggagca aggtgagatg acaggagatc ctgcceccgge acttcgecca atagcageca 5580
gtcececttece gettcagtga caacgtcgag cacagctgeg caaggaacgc ccgtegtgge 5640
cagccacgat agccgcgetg cctegtectg cagttcatte agggcaccgg acaggteggt 5700
cttgacaaaa agaaccgggc geccctgege tgacageegg aacacggegyg catcagagca 5760
gccgattgte tgttgtgcce agtcatagec gaatagcecte tceccacccaag cggccggaga 5820
acctgcegtge aatccatctt gttcaatcat gcgaaacgat cctcatcctg tetcettgatce 5880
agatcttgat cccctgcgec atcagatcct tggcggcaag aaagccatcce agtttacttt 5940
gcagggctte ccaaccttac cagagggcgce cccagctgge aattcceggtt cgettgetgt 6000
ccataaaacc gcccagtcta gctatcgcecca tgtaagcecca ctgcaagcta cctgetttet 6060
ctttgcgett gegttttece ttgtccagat agcccagtag ctgacattca tecggggtca 6120
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gcaccgttte tgcggactgg ctttctacgt gttccgctte ctttagcagce ccttgcgecce 6180
tgagtgcttg cggcagcgtyg aagctagctt atgeggtgtg aaataccgca cagatgcgta 6240
aggagaaaat accgcatcag gcgctcecttcee gcttectege tcactgacte getgegetceg 6300
gtcgttegge tgcggcgage ggtatcagcet cactcaaagg cggtaatacg gttatccaca 6360
gaatcagggyg ataacgcagg aaagaacatg tgagcaaaag gccagcaaaa ggccaggaac 6420
cgtaaaaagg ccgcgttgcet ggegttttte cataggctcecce geccccecctga cgagcatcac 6480
aaaaatcgac gctcaagtca gaggtggcga aacccgacag gactataaag ataccaggcg 6540
tttcececectg gaagectceect cgtgegetcet cctgttecga cecctgecget taccggatac 6600
ctgtcecgect ttcteccctte gggaagegtg gcgetttete atagctcacg ctgtaggtat 6660
ctcagttecgg tgtaggtegt tegctcecaag ctgggctgtg tgcacgaacce ccccgttcag 6720
ccecgacceget gegcecttate cggtaactat cgtettgagt ccaacccggt aagacacgac 6780
ttatcgccac tggcagcagc cactggtaac aggattagca gagcgaggta tgtaggcggt 6840
gctacagagt tcttgaagtg gtggcctaac tacggctaca ctagaaggac agtatttggt 6900
atctgcgetce tgctgaagec agttaccttce ggaaaaagag ttggtagctce ttgatccggce 6960
aaacaaacca ccgctggtag cggcggtttt ttgtttgcaa gcagcagatt acgcgcagaa 7020
aaaaaggatc tcaagaagat cctttgatct tttcecttactg aacggtgatc cccaccggaa 7080
ttgcggcecge tgtcgggaac cgcgttcagg tggaacagga cacctceccctt gecacttettg 7140
gtatatcagt ataggctgat gtattcatag tggggttttt cataataaat ttact 7195
<210> SEQ ID NO 15
<211> LENGTH: 1518
<212> TYPE: DNA
<213> ORGANISM: Artificial Sequence
<220> FEATURE:
<223> OTHER INFORMATION: Synthetically generated oligonucleotide
<400> SEQUENCE: 15
gagctcageyg ctecgaccctg tatccccaag tetttegget actettetgt ggtgtgtgtg 60
tgtaacgcca cctactgtga ctegttegac ceccccacct teccecgecect gggcacctte 120
tctegatacyg agtctaccceg atctggecga cgaatggage tgtctatggyg ccccatccag 180
gccaaccaca ccggcaccgg cctgetgetg accctgeage ccgagcagaa gttccagaag 240
gtcaagggct teggcggage catgaccgac gecgcetgece tgaacatcct ggecctgtet 300
ccececgete agaacctgcet cctgaagtet tacttcetetyg aggagggcat cggctacaac 360
atcatccgag tgcctatgge ctettgtgac ttetctatece gaacctacac ctacgecgac 420
acccecgacg acttccaget gcacaactte teectgeceyg aggaggacac caagctgaag 480
atcceectga tccaccgage cctgcagetg geccagcegac cegtgtetet getggectet 540
ceetggacct ctcccacctyg getcaagacce aacggcegecg tgaacggcaa gggctctetg 600
aagggccage ccggegacat ctaccaccag acctgggecce gatacttegt gaagttectg 660
gacgcctacyg ccgagcacaa gctgcagttce tgggccgtga ccgccgagaa cgagecctet 720
gectggactge tgtccggceta cccecttecag tgtcetggget tcaccceccga gcaccagega 780
gacttcateg cccgagacct gggacccacce ctggccaact ctacccacca caacgtgcega 840
ctgctgatge tggacgacca gcgactgetg ctgccccact gggecaaggt ggtgetgace 900
gaccccgagyg ccgecaagta cgtccacgge atcgetgtec attggtatet ggactttetg 960
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gcteccegeca aggecaccct gggcgagace caccgactgt tcecccaacac catgetgtte 1020
gcctetgagg cttgtgtggg ctctaagttce tgggagcagt ctgtgcgact gggctcttgg 1080
gaccgaggca tgcagtactc tcactctatc atcaccaacc tgctgtacca cgtggtgggce 1140
tggaccgact ggaacctggce cctgaacccee gagggcggac ccaactgggt gcgaaactte 1200
gtggactctce ccatcatcgt ggacatcacc aaggacacct tctacaagca gcccatgtte 1260
taccacctgg gccacttcete taagttcatce cccgagggct ctcagcgagt gggcectggtg 1320
gectcetcaga agaacgacct ggacgecgtg gecctgatge accccgacgg ctetgccegtyg 1380
gtggtggtcc tgaaccgatc ttctaaggac gtgcccecctga ccatcaagga cccecgceegtyg 1440
ggcttcecctgg agaccatcte tcececggctac tcectatccaca cctacctgtg gcgacgacag 1500
taatagccta ggggtacce 1518
<210> SEQ ID NO 16

<211> LENGTH: 498

<212> TYPE: DNA

<213> ORGANISM: Artificial Sequence

<220> FEATURE:

<223> OTHER INFORMATION: Synthetically generated oligonucleotide

<400> SEQUENCE: 16

getececece gactgatctg tgactctega gtgctggaac gatacctget ggaagecaag 60
gaagccgaga acatcaccac cggetgtgee gagcactgtt ctetgaacga gaacattacce 120
gtgcccgaca ccaaggtgaa cttctacgece tggaagcegaa tggaggtggyg ccageaggec 180

gtggaggtgt ggcagggact ggctctgetyg tctgaggeeg tgctgegagyg acaggetcete 240

ctggtgaact cttctcagcece ctgggagecce ctgcagetge acgtggacaa ggccgtgtcet 300
ggectgegat ctetgaccac cctgetgega geccteggtyg ctcagaagga agecatctet 360
ccececgacyg ccegectetge tgcccecectg cgaaccatca cegecgacac cttecgaaag 420
ctgttccgag tgtactctaa cttcectgega ggcaagctga agetgtacac cggegaggcet 480
tgtcgaaccg gcgaccga 498

<210> SEQ ID NO 17

<211> LENGTH: 1194

<212> TYPE: DNA

<213> ORGANISM: Artificial Sequence

<220> FEATURE:

<223> OTHER INFORMATION: Synthetically generated oligonucleotide

<400> SEQUENCE: 17

ctggacaacyg gectggeceg aacccccace atgggetgge tgcactggga gegattcatg 60
tgtaacctgg actgtcagga agagcccgac tcttgtatet ctgagaaget gttcatggaa 120
atggccgage tgatggtgte tgagggetgg aaggacgceeg getacgagta cctgtgtate 180
gacgactgtt ggatggccece ccagcgagac tctgagggee gactccagge cgacccccag 240
cgattcccce acggcatceg acagetegee aactacgtge actctaaggg cctgaagetg 300
ggcatctacyg ccgacgtggg caacaagacce tgtgccgget tecceggete ttteggetac 360
tacgacatcg acgcccagac cttegecgac tggggegtgg acctgetgaa gttegacgge 420
tgttactgtg actctectega gaacctggee gacggctaca agcacatgte tctggecctg 480
aaccgaaccg gccgatctat cgtgtactet tgtgagtgge cectgtacat gtggecctte 540
cagaagccca actacaccga gatccgacag tactgtaacce actggegaaa cttegecgac 600

atcgacgact cgtggaagtce tatcaagtct attctggact ggacctcettt caaccaggag 660
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cgaatcgteg

aactteggec

gececcectgt

caggacaagg

cgacagggcyg

gccatgatca

ctgggaaagg

cgaaagctygyg

accgtgetge

acgtecgeegyg
tgtcttggaa
tcatgtctaa
acgtgatcge
acaacttcga
accgacagga
gegtggeetg
gattctacga

tccagetega

<210> SEQ ID NO 18
<211> LENGTH: 19

<212> TYPE:

DNA

acceggegga
ccagcaggtyg
cgacctgega
catcaaccag
ggtgtgggag
gatcggcgga
taaccecegec
gtggacctet

gaacaccatg

tggaacgacc

acccagatgg

cacatctctce

gacccectgyg

cgaccectgt

cccegatett

tgtttcatca

cgactgcgat

cagatgtcte

<213> ORGANISM: Artificial Sequence
<220> FEATURE:
<223> OTHER INFORMATION: Primer

<400> SEQUENCE: 18

tcgetatcac

gtctctage

<210> SEQ ID NO 19
<211> LENGTH: 23

<212> TYPE:

DNA

<213> ORGANISM: Artificial Sequence
<220> FEATURE:
<223> OTHER INFORMATION: Primer

<400> SEQUENCE: 19

tctetgtata cttgtatgta ctg

<210> SEQ ID NO 20
<211> LENGTH: 38

<212> TYPE:

DNA

<213> ORGANISM: Artificial Sequence
<220> FEATURE:
<223> OTHER INFORMATION: Primer

<400> SEQUENCE: 20

ctagggataa cagggtaatg gtgtgacgaa gtatcgag

<210> SEQ ID NO 21
<211> LENGTH: 36

<212> TYPE

: DNA

<213> ORGANISM: Artificial Sequence
<220> FEATURE:
<223> OTHER INFORMATION: Primer

<400> SEQUENCE: 21

cattaccctyg ttatcectag cgagatcatg gactgg

<210> SEQ ID NO 22
<211> LENGTH: 34

<212> TYPE

: DNA

<213> ORGANISM: Artificial Sequence
<220> FEATURE:
<223> OTHER INFORMATION: Primer

<400> SEQUENCE: 22

gacgcggecg catgagettce aacattccca aaac

ccgacatget
cectgtggge
cccaggecaa
gcaagcaggg
ctggectgge
acaccatcge
cccagetect
ctcacatcaa

tgaaggacct

ggtgatcgge
tatcatgget
ggcectgete
ctaccagete
ctgggeegty
cgtggectee
gecegtgaag
ccccaccgge

getg

720

780

840

900

960

1020

1080

1140

1194

19

23

38

36

34
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<210> SEQ ID NO 23

<211> LENGTH: 49

<212> TYPE: DNA

<213> ORGANISM: Artificial Sequence
<220> FEATURE:

<223> OTHER INFORMATION: Primer

<400> SEQUENCE: 23

ctagggataa cagggtaata caaaattcag aaataaaaat actttacag 49

<210> SEQ ID NO 24

<211> LENGTH: 39

<212> TYPE: DNA

<213> ORGANISM: Artificial Sequence
<220> FEATURE:

<223> OTHER INFORMATION: Primer

<400> SEQUENCE: 24

cattaccctyg ttatcectaa gtaacatgag tgctatgag 39

<210> SEQ ID NO 25

<211> LENGTH: 30

<212> TYPE: DNA

<213> ORGANISM: Artificial Sequence
<220> FEATURE:

<223> OTHER INFORMATION: Primer

<400> SEQUENCE: 25

cgcttaatta aatgcatgga ggtattgctg 30

<210> SEQ ID NO 26

<211> LENGTH: 46

<212> TYPE: DNA

<213> ORGANISM: Artificial Sequence
<220> FEATURE:

<223> OTHER INFORMATION: Primer

<400> SEQUENCE: 26

ggtgcttega ctatcagttt cggaggattg ggtgattcett tttatg 46

<210> SEQ ID NO 27

<211> LENGTH: 46

<212> TYPE: DNA

<213> ORGANISM: Artificial Sequence
<220> FEATURE:

<223> OTHER INFORMATION: Primer

<400> SEQUENCE: 27

cataaaaaga atcacccaat cctccgaaac tgatagtega agcacce 46

<210> SEQ ID NO 28

<211> LENGTH: 32

<212> TYPE: DNA

<213> ORGANISM: Artificial Sequence
<220> FEATURE:

<223> OTHER INFORMATION: Primer

<400> SEQUENCE: 28

tgagcggccg cttttctact tcagagetgg ag 32

<210> SEQ ID NO 29

<211> LENGTH: 34

<212> TYPE: DNA

<213> ORGANISM: Artificial Sequence
<220> FEATURE:

<223> OTHER INFORMATION: Primer
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<400> SEQUENCE: 29

ggcttaatta attggtagtg atataatgta acgce

<210> SEQ ID NO 30

<211> LENGTH: 39

<212> TYPE: DNA

<213> ORGANISM: Artificial Sequence
<220> FEATURE:

<223> OTHER INFORMATION: Primer

<400> SEQUENCE: 30

tagggataac agggtaatca cgacacatac tcattcaag

<210> SEQ ID NO 31

<211> LENGTH: 37

<212> TYPE: DNA

<213> ORGANISM: Artificial Sequence
<220> FEATURE:

<223> OTHER INFORMATION: Primer

<400> SEQUENCE: 31

attaccctgt tatccctaga aggagatgta gegtaag

<210> SEQ ID NO 32

<211> LENGTH: 24

<212> TYPE: DNA

<213> ORGANISM: Artificial Sequence
<220> FEATURE:

<223> OTHER INFORMATION: Primer

<400> SEQUENCE: 32

tgataaatag cttagatacc acag

<210> SEQ ID NO 33

<211> LENGTH: 19

<212> TYPE: DNA

<213> ORGANISM: Artificial Sequence
<220> FEATURE:

<223> OTHER INFORMATION: Primer

<400> SEQUENCE: 33

acatacaacc acacacatc

<210> SEQ ID NO 34

<211> LENGTH: 28

<212> TYPE: DNA

<213> ORGANISM: Artificial Sequence
<220> FEATURE:

<223> OTHER INFORMATION: Primer

<400> SEQUENCE: 34

ggcggatcca tggtgctgea ceccgttte
<210> SEQ ID NO 35

<211> LENGTH: 31

<212> TYPE: DNA

<213> ORGANISM: Artificial Sequence
<220> FEATURE:

<223> OTHER INFORMATION: Primer

<400> SEQUENCE: 35

ggccctagge tactcaaact cctegegaat ¢

<210> SEQ ID NO 36

34

39

37

24

19

28

31
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<211> LENGTH: 27

<212> TYPE: DNA

<213> ORGANISM: Artificial Sequence
<220> FEATURE:

<223> OTHER INFORMATION: Primer

<400> SEQUENCE: 36

ggtctcgeca gegecgeccac cctette 27

<210> SEQ ID NO 37

<211> LENGTH: 28

<212> TYPE: DNA

<213> ORGANISM: Artificial Sequence
<220> FEATURE:

<223> OTHER INFORMATION: Primer

<400> SEQUENCE: 37

ctagatcagc aataaagtcg tgctgggce 28

<210> SEQ ID NO 38

<211> LENGTH: 30

<212> TYPE: DNA

<213> ORGANISM: Artificial Sequence
<220> FEATURE:

<223> OTHER INFORMATION: Primer

<400> SEQUENCE: 38

ggatccatgt ctatcaagcg agaagagtcc 30

<210> SEQ ID NO 39

<211> LENGTH: 34

<212> TYPE: DNA

<213> ORGANISM: Artificial Sequence
<220> FEATURE:

<223> OTHER INFORMATION: Primer

<400> SEQUENCE: 39

cctaggctag atcagcaata aagtegtget ggge 34

<210> SEQ ID NO 40

<211> LENGTH: 41

<212> TYPE: DNA

<213> ORGANISM: Artificial Sequence

<220> FEATURE:

<223> OTHER INFORMATION: Synthetically generated oligonucleotide

<400> SEQUENCE: 40

cgactatccg gttcggatca ttgggtgatt ctttttatga g 41

<210> SEQ ID NO 41

<211> LENGTH: 41

<212> TYPE: DNA

<213> ORGANISM: Artificial Sequence

<220> FEATURE:

<223> OTHER INFORMATION: Synthetically generated oligonucleotide

<400> SEQUENCE: 41

ctcataaaaa gaatcaccca atgatccgaa ccggatagte g 41

<210> SEQ ID NO 42

<211> LENGTH: 41

<212> TYPE: DNA

<213> ORGANISM: Artificial Sequence

<220> FEATURE:

<223> OTHER INFORMATION: Synthetically generated oligonucleotide

<400> SEQUENCE: 42
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cgactatccg gttceggatca ggtggtgatt ctttttatga g

<210> SEQ ID NO 43

<211> LENGTH: 41

<212> TYPE: DNA

<213> ORGANISM: Artificial Sequence

<220> FEATURE:

<223> OTHER INFORMATION: Synthetically generated oligonucleotide

<400> SEQUENCE: 43

ctcataaaaa gaatcaccac ctgatccgaa ccggatagte g

<210> SEQ ID NO 44

<211> LENGTH: 46

<212> TYPE: DNA

<213> ORGANISM: Artificial Sequence

<220> FEATURE:

<223> OTHER INFORMATION: Synthetically generated oligonucleotide

<400> SEQUENCE: 44

ggtgcttega ctatcagttt cggaggattg ggtgattcett tttatg

<210> SEQ ID NO 45

<211> LENGTH: 46

<212> TYPE: DNA

<213> ORGANISM: Artificial Sequence

<220> FEATURE:

<223> OTHER INFORMATION: Synthetically generated oligonucleotide

<400> SEQUENCE: 45

cataaaaaga atcacccaat cctccgaaac tgatagtega agcacce

<210> SEQ ID NO 46

<211> LENGTH: 38

<212> TYPE: DNA

<213> ORGANISM: Artificial Sequence

<220> FEATURE:

<223> OTHER INFORMATION: Synthetically generated oligonucleotide

<400> SEQUENCE: 46

ccegatateg gatccatgaa gaactctgte ggtattte

<210> SEQ ID NO 47

<211> LENGTH: 70

<212> TYPE: DNA

<213> ORGANISM: Artificial Sequence

<220> FEATURE:

<223> OTHER INFORMATION: Synthetically generated oligonucleotide
<400> SEQUENCE: 47

gggaagctta acgcggttec agegggtceeg gatacggcac cggcgcaccce aacgaccaac
ctgtggteag

<210> SEQ ID NO 48

<211> LENGTH: 36

<212> TYPE: DNA

<213> ORGANISM: Artificial Sequence

<220> FEATURE:

<223> OTHER INFORMATION: Synthetically generated oligonucleotide

<400> SEQUENCE: 48

cagtgceggece gcactcecte ttttcactca ctattg

<210> SEQ ID NO 49

41

41

46

46

38

60

70

36



US 9,206,408 B2
115

-continued

116

<211> LENGTH: 46

<212> TYPE: DNA

<213> ORGANISM: Artificial Sequence

<220> FEATURE:

<223> OTHER INFORMATION: Synthetically generated oligonucleotide

<400> SEQUENCE: 49

cattaccctyg ttatcectac getcagatee aattgttttg gtggte

<210> SEQ ID NO 50

<211> LENGTH: 53

<212> TYPE: DNA

<213> ORGANISM: Artificial Sequence

<220> FEATURE:

<223> OTHER INFORMATION: Synthetically generated oligonucleotide

<400> SEQUENCE: 50

gtagggataa cagggtaatg ctctcaagga cggaccagat gagactgtta teg

<210> SEQ ID NO 51

<211> LENGTH: 46

<212> TYPE: DNA

<213> ORGANISM: Artificial Sequence

<220> FEATURE:

<223> OTHER INFORMATION: Synthetically generated oligonucleotide

<400> SEQUENCE: 51

gactttaatt aaaccctatg tggcacctca acccacatct ceegte

<210> SEQ ID NO 52

<211> LENGTH: 35

<212> TYPE: DNA

<213> ORGANISM: Artificial Sequence

<220> FEATURE:

<223> OTHER INFORMATION: Synthetically generated oligonucleotide

<400> SEQUENCE: 52

cagtggatcce atgaactcte ctattttcac taceg

<210> SEQ ID NO 53

<211> LENGTH: 35

<212> TYPE: DNA

<213> ORGANISM: Artificial Sequence

<220> FEATURE:

<223> OTHER INFORMATION: Synthetically generated oligonucleotide

<400> SEQUENCE: 53

gactcctagg aagcttccag gttacaagtt gttac

<210> SEQ ID NO 54

<211> LENGTH: 73

<212> TYPE: DNA

<213> ORGANISM: Artificial Sequence
<220> FEATURE:

<223> OTHER INFORMATION: Primer

<400> SEQUENCE: 54
cctaggtcac tccaatcccee caaacaggtt getgacgete gactcatagt gagctagate

agcaataaag tcg

<210> SEQ ID NO 55

<211> LENGTH: 30

<212> TYPE: DNA

<213> ORGANISM: Artificial Sequence
<220> FEATURE:

<223> OTHER INFORMATION: Primer

46

53

46

35

35

60

73
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<400> SEQUENCE: 55

ggatccatgt ctatcaagceg agaagagtcc

<210> SEQ ID NO 56

<211> LENGTH: 25

<212> TYPE: DNA

<213> ORGANISM: Artificial Sequence
<220> FEATURE:

<223> OTHER INFORMATION: Primer

<400> SEQUENCE: 56

gaattcatge ccgtagatte ttete

<210> SEQ ID NO 57

<211> LENGTH: 20

<212> TYPE: DNA

<213> ORGANISM: Artificial Sequence
<220> FEATURE:

<223> OTHER INFORMATION: Primer

<400> SEQUENCE: 57

gagtctteeyg gaggattcag

<210> SEQ ID NO 58

<211> LENGTH: 19

<212> TYPE: DNA

<213> ORGANISM: Artificial Sequence
<220> FEATURE:

<223> OTHER INFORMATION: Primer

<400> SEQUENCE: 58

cctggaagaa tacaaagtc

<210> SEQ ID NO 59

<211> LENGTH: 30

<212> TYPE: DNA

<213> ORGANISM: Artificial Sequence
<220> FEATURE:

<223> OTHER INFORMATION: Primer

<400> SEQUENCE: 59

cctaggctat tcctggaaga atacaaagte

<210> SEQ ID NO 60

<211> LENGTH: 22

<212> TYPE: DNA

<213> ORGANISM: Artificial Sequence
<220> FEATURE:

<223> OTHER INFORMATION: Primer

<400> SEQUENCE: 60

ggtattgcetyg agcegtatgca aa

<210> SEQ ID NO 61

<211> LENGTH: 22

<212> TYPE: DNA

<213> ORGANISM: Artificial Sequence
<220> FEATURE:

<223> OTHER INFORMATION: Primer

<400> SEQUENCE: 61

ccaccgatce atacggagta ct

<210> SEQ ID NO 62

30

25

20

19

30

22

22
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<211> LENGTH: 22

<212> TYPE: DNA

<213> ORGANISM: Artificial Sequence
<220> FEATURE:

<223> OTHER INFORMATION: Primer

<400> SEQUENCE: 62

cgacctggaa tctgcacttc aa 22

<210> SEQ ID NO 63

<211> LENGTH: 22

<212> TYPE: DNA

<213> ORGANISM: Artificial Sequence
<220> FEATURE:

<223> OTHER INFORMATION: Primer

<400> SEQUENCE: 63

cggtaccacc taaggcttcc aa 22

<210> SEQ ID NO 64

<211> LENGTH: 22

<212> TYPE: DNA

<213> ORGANISM: Artificial Sequence
<220> FEATURE:

<223> OTHER INFORMATION: Primer

<400> SEQUENCE: 64

ccagccaact gtgttgattc aa 22

<210> SEQ ID NO 65

<211> LENGTH: 22

<212> TYPE: DNA

<213> ORGANISM: Artificial Sequence
<220> FEATURE:

<223> OTHER INFORMATION: Primer

<400> SEQUENCE: 65

ggagctggtyg gaataccagt ca 22

<210> SEQ ID NO 66

<211> LENGTH: 57

<212> TYPE: DNA

<213> ORGANISM: Artificial Sequence
<220> FEATURE:

<223> OTHER INFORMATION: Primer

<400> SEQUENCE: 66

gatccatgaa gctttccace atcctettea cagectgege taccctggec geggtac 57

<210> SEQ ID NO 67

<211> LENGTH: 65

<212> TYPE: DNA

<213> ORGANISM: Artificial Sequence
<220> FEATURE:

<223> OTHER INFORMATION: Primer

<400> SEQUENCE: 67
gtaccggeeg geegettetg gagaactgeg gectcagaag gagtgatggyg ggaagggagyg 60

gcggce 65

<210> SEQ ID NO 68

<211> LENGTH: 30

<212> TYPE: DNA

<213> ORGANISM: Artificial Sequence
<220> FEATURE:

<223> OTHER INFORMATION: Primer
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<400> SEQUENCE: 68

ggcagcgeta caaaacgtgg atctcccaac 30

<210> SEQ ID NO 69

<211> LENGTH: 30

<212> TYPE: DNA

<213> ORGANISM: Artificial Sequence
<220> FEATURE:

<223> OTHER INFORMATION: Primer

<400> SEQUENCE: 69

ggcecctaggt tacaactcgt cgtgagcaag 30
<210> SEQ ID NO 70

<211> LENGTH: 17

<212> TYPE: DNA

<213> ORGANISM: Pichia pastoris

<400> SEQUENCE: 70

atccagcagt gatgacg 17
<210> SEQ ID NO 71

<211> LENGTH: 17

<212> TYPE: DNA

<213> ORGANISM: Saccharomyces cerevisiae

<400> SEQUENCE: 71

atccageccgt gattacg 17
<210> SEQ ID NO 72

<211> LENGTH: 15

<212> TYPE: DNA

<213> ORGANISM: Pichia pastoris

<400> SEQUENCE: 72

ggtctgcage accat 15
<210> SEQ ID NO 73

<211> LENGTH: 15

<212> TYPE: DNA

<213> ORGANISM: Saccharomyces cerevisiae

<400> SEQUENCE: 73

tgtccgaage gcagt 15
<210> SEQ ID NO 74

<211> LENGTH: 18

<212> TYPE: PRT

<213> ORGANISM: Pichia pastoris

<400> SEQUENCE: 74

Ala Pro Phe Thr Ala Asn Ala Phe Asp Leu Asn Asp Phe Val Phe Phe
1 5 10 15

Gln Glu

<210> SEQ ID NO 75

<211> LENGTH: 18

<212> TYPE: PRT

<213> ORGANISM: Saccharomyces cerevisiae

<400> SEQUENCE: 75

Glu Ala Gln Ser Gly Leu Asn Ser Phe Glu Leu Asn Asp Phe Phe Ile
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1 5 10 15
Thr Ser
<210> SEQ ID NO 76
<211> LENGTH: 63
<212> TYPE: DNA
<213> ORGANISM: Artificial Sequence
<220> FEATURE:
<223> OTHER INFORMATION: synthetically generated oligonucleotides
<400> SEQUENCE: 76

catgaacttt ccaccatecct cttcacagee tgegetacee tggetgeege ccteecttece

cce

<210>
<211>
<212>
<213>
<220>
<223>

<400>

SEQ ID NO 77

LENGTH: 65

TYPE: DNA

ORGANISM: Artificial Sequence

FEATURE:

OTHER INFORMATION: synthetically generated oligonucleotides

SEQUENCE: 77

gtaccggeeg geegettetg gagaactgeg gectcagaag gagtgatggyg ggaagggagyg

gegge

<210>
<211>
<212>
<213>
<220>
<223>

<400>

SEQ ID NO 78

LENGTH: 57

TYPE: DNA

ORGANISM: Artificial Sequence

FEATURE:

OTHER INFORMATION: synthetically generated oligonucleotides

SEQUENCE: 78

gatccatgaa gctttccace atcctettea cagectgege taccctggec geggtac

<210>
<211>
<212>
<213>
<220>
<223>

<400>

SEQ ID NO 79

LENGTH: 57

TYPE: DNA

ORGANISM: Artificial Sequence

FEATURE:

OTHER INFORMATION: synthetically generated oligonucleotides

SEQUENCE: 79

gtacttcgaa aggtggtagg agaagtgtcg gacgcgatgg gaccggegece atggatce

<210>
<211>
<212>
<213>
<220>
<223>

<400>

SEQ ID NO 80

LENGTH: 17

TYPE: DNA

ORGANISM: Artificial Sequence

FEATURE:

OTHER INFORMATION: synthetically generated oligonucleotides

SEQUENCE: 80

gaggctgaag ccgcgga

<210>
<211>
<212>
<213>
<220>
<223>

SEQ ID NO 81

LENGTH: 17

TYPE: DNA

ORGANISM: Artificial Sequence

FEATURE:

OTHER INFORMATION: synthetically generated oligonucleotides

60

63

60

65

57

57

17
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<400> SEQUENCE: 81

tcegeggett cagecte

17

What is claimed is:

1. A method of producing an altered N-glycosylation form
of a target protein, the method comprising:

providing a Yarrowia lipolytica or an Arxula adeninivorans

cell genetically engineered to express an o-1,2-man-
nosidase polypeptide; and

introducing into the cell a nucleic acid encoding a target

protein, wherein the cell produces the target protein in an
altered N-glycosylation form.

2. The method of claim 1, further comprising isolating the
altered N-glycosylation form of the target protein.

3. The method of claim 1, wherein the target protein is an
exogenous protein.

4. The method of claim 1, wherein the target protein is an
endogenous protein.

5. The method of claim 1, wherein the target protein is a
mammalian protein.

6. The method of claim 1, wherein the target protein is a
pathogen protein, a lysosomal protein, a growth factor, a
cytokine, a chemokine, or a fusion protein.

7. The method of claim 1, wherein the target protein is a
protein associated with a lysosomal storage disorder (L.SD).

8. The method of claim 7, wherein the lysosomal storage
disorder is Gaucher disease, Tay-Sachs disease, Pompe dis-
ease, Niemann-Pick disease, or Fabry disease.

9. The method of claim 7, wherein the target protein is
selected from the group consisting of glucocerebrosidase,
alpha-galactosidase, galactocerebrosidase, alpha-L-idu-
ronidase, beta-D-galactosidase, beta-glucosidase, beta-hex-
osaminidase, beta-Dmannosidase, alpha-L-fucosidase, aryl-
sulfatase B, arylsulfatase A, alpha-
Nacteylgalactosaminidase, aspartylglucosaminidase,
iduronate-2-sulfatase, alpha-glucosaminide-N-acetyltrans-
ferase, beta-D-glucoronidase, hyaluronidase, alpha-I.-man-
nosidase, alphaneuraminidase, phosphotransferase, acid
lipase, acid ceramidase, sphinogmyelinase, thioesterase,
cathepsin K, and lipoprotein lipase.

10. The method of claim 7, wherein the target protein is
human alpha-galactosidase A.

11. The method of claim 1, wherein the altered N-glyco-
sylation form comprises one or more N-glycan structures
selected from group consisting of MansGlcNAc,,
MangGleNAc,, and Man,GlcNAc,.

12. The method of claim 1, wherein the a.-1,2-mannosidase
polypeptide is a MNS1 polypeptide.

13. The method of claim 1, wherein the a.-1,2-mannosidase
polypeptide is targeted to the endoplasmic reticulum.

14. The method of claim 1, further comprising additional
processing of the target protein in its altered N-glycosylation
form.

15. The method of claim 14, wherein the additional pro-
cessing comprises enzymatic or chemical treatment of the
altered N-glycosylation form of the target protein.

16. The method of claim 1, wherein the cell is further
genetically engineered to comprise at least one additional
modification of an N-glycosylation activity.

17. The method of claim 16, wherein the at least one
additional modification of an N-glycosylation activity com-
prises a deficiency in an N-glycosylation activity.

10
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18. The method of claim 16, wherein the at least one
additional modification of an N-glycosylation activity com-
prises expression of a protein having N-glycosylation activ-
ity.

19. The method of claim 1, wherein the target protein is a
human protein.

20. The method of claim 18, wherein the expressed protein
is a polypeptide capable of effecting mannosyl phosphoryla-
tion of N-glycans.

21. The method of claim 1, wherein the a.-1,2-mannosidase
is the Saccharomyces cerevisiae MNS1 polypeptide or the S.
cerevisiae MNS1 polypeptide comprising one or more amino
substitutions selected from the group consisting of R273L,
R273G, R269S, and S272G.

22. An isolated Yarrowia lipolytica or Arxula adenini-
vorans cell genetically engineered to express an o.-1,2-man-
nosidase polypeptide, wherein the cell is capable of produc-
ing a target protein in an altered glycosylation form if a
nucleic acid encoding the target protein is introduced into the
cell.

23. The cell of claim 22, said cell further comprising a
nucleic acid encoding a target protein, wherein the cell pro-
duces the target protein in an altered N-glycosylation form.

24. The cell of claim 22, wherein the cell is further geneti-
cally engineered to comprise at least one additional modifi-
cation of an N-glycosylation activity.

25. The cell of claim 24, wherein the at least one additional
modification of an N-glycosylation activity comprises a defi-
ciency in an N-glycosylation activity.

26. The cell of claim 24, wherein the at least one additional
modification of an N-glycosylation activity comprises
expression of a protein having N-glycosylation activity.

27. The cell of claim 22, wherein the a-1,2-mannosidase
polypeptide is a MNS1 polypeptide.

28. The cell of claim 22, wherein the a-1,2-mannosidase
polypeptide is targeted to the endoplasmic reticulum.

29. The cell of claim 26, wherein the expressed protein is a
polypeptide capable of effecting mannosyl phosphorylation
of N-glycans.

30. The cell of claim 22, wherein the a.-1,2-mannosidase is
the Saccharomyces cerevisiae MNS1 polypeptide or the S.
cerevisiae MNS1 polypeptide comprising one or more amino
substitutions selected from the group consisting of R273L,
R273G, R269S, and S272G.

31. A method of producing an altered N-glycosylation
form of a target protein, the method comprising contacting a
target protein with a cell lysate prepared from a Yarrowia
lipolytica or an Arxula adeninivorans cell genetically engi-
neered to express an a-1,2-mannosidase polypeptide,
wherein the contacting of the target protein with the cell
lysate results in an altered N-glycosylation form of the target
protein.

32. The method of claim 31, wherein the cell is further
genetically engineered to comprise at least one additional
modification of an N-glycosylation activity.

33. The method of claim 32, wherein the at least one
additional modification of an N-glycosylation activity com-
prises a deficiency in an N-glycosylation activity.
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34. The method of claim 32, wherein the at least one
additional modification of an N-glycosylation activity com-
prises expression of a protein having N-glycosylation activ-
ity.

35. The method of claim 31, wherein the alpha a-1,2-
mannosidase polypeptide is a MNS1 polypeptide.

36. The method of claim 31, wherein the a-1,2-mannosi-
dase polypeptide is targeted to the endoplasmic reticulum.

37. The method of claim 34, wherein the expressed protein
is a polypeptide capable of effecting mannosyl phosphoryla-
tion of N-glycans.

38. The method of claim 31, wherein the -1,2-mannosi-
dase is the Saccharomyces cerevisiae MNS1 polypeptide or
the S. cerevisiae MNS1 polypeptide comprising one or more
amino substitutions selected from the group consisting of
R273L, R273G, R269S, and S272G.

39. A substantially pure culture of Yarrowia lipolytica or
Arxula adeninivorans cells, wherein the culture comprises a
cell genetically engineered to express an a.-1,2-mannosidase
polypeptide, and wherein the cell is capable of producing a
target protein in an altered glycosylation formif a nucleic acid
encoding the target protein is introduced into the cell.

40. The substantially pure culture of claim 39, said cell
further comprising a nucleic acid encoding a target protein,
wherein the cell produces the target protein in an altered
N-glycosylation form.
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41. The substantially pure culture of claim 39, wherein the
a-1,2-mannosidase polypeptide is a MNS1 polypeptide.

42. The substantially pure culture of claim 39, wherein the
a-1,2-mannosidase polypeptide is targeted to the endoplas-
mic reticulum.

43. The substantially pure culture of claim 39, wherein the
cell is further genetically engineered to comprise at least one
additional modification of an N-glycosylation activity.

44. The substantially pure culture of claim 43, wherein the
at least one additional modification of an N-glycosylation
activity comprises a deficiency in an N-glycosylation activity.

45. The substantially pure culture of claim 43, wherein the
at least one additional modification of an N-glycosylation
activity comprises expression of a protein having N-glycosy-
lation activity.

46. The substantially pure culture of claim 45, wherein the
expressed protein is a polypeptide capable of effecting man-
nosyl phosphorylation of N-glycans.

47. The substantially pure culture of claim 39, wherein the
a-1,2-mannosidase is the Saccharomyces cerevisiae MNS1
polypeptide or the S. cerevisiae MNS1 polypeptide compris-
ing one or more amino substitutions selected from the group
consisting of R273L,, R273G, R269S, and S272G.

#* #* #* #* #*
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